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^ (57) Abstract: The use of a polypeptide capable of binding to PtdIns(3,4)P2, Ptdlns3P, Ptdlns4P or Ptdlns(3,5)P2 but not 
capable of binding to Ptdlns(3,4,5)P3, in a screening method for identifying a compound suitable for modulating signalling by 

Q PldIns(3,4)P2, Pldlns3P, PldIns4P or PldIns(3,5)P2. The polypeptide preferably comprises a PH domain which binds specifically 
to one of PtdIns(3,4)P2, PtdIns3P, PtdIns4P or Ptdlns(3,5)P2. The PH domain preferably has at least five of the six residues of 

^ a PutativePtdins(3,4,5)P3 Binding Motif (PPBM). 
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POLYPEPTIDES 



PCT/GBOl/03481 



The present invention relates to polypeptides, polynucleotides and uses 
thereof, in particular to polypeptides comprising a PH (pleckstrin 
homology) domain. 

Stimulation of cells with growth factors and insulin activates members of 
the phosphoinositide 3-kinase (PI 3-kinase) family which phosphorylate 
phosphatidylinositol 4,5-bisphospliate (PtdIns(4,5)P2) at the D-3 position of 
the inositol ring to generate the lipid second messenger, PtdIns(3,4,5)P3 [1]. 
A group of proteins has been identified that possess a certain type of 
pleckstrin homology (PH) domain which interacts specifically with 
PtdI»s(3,4,5)P3 aJid often its immediate breakdown product, PtdIns(3,4)P2, 
also thought to be a signalling lipid (reviewed in Lemmon & Fergussoh 
(2000) Biochem J 350, 1-18). These include the serine/threonine-specific 
protein kinases, PKB and PDKl [2], Bruton's tyrosine kinase BTK [3], the 
adaptor proteins DAPPl [4, 5] and Gabl [6], as weU as the ADP 
Ribosylation Factor (ARF) GTPase activating protein (GAP) centaurin-a 
[7] and the ARF guanine nucleotide exchange fector, Grpl [8, 9]. 

The molecular basis by which certain PH domains are able to interact with 
PtdIns(3,4,5)P3 has not been established definitively. However, recent work 
indicates that six consaved residues that lie at the N-tenninal region of the 
PH domain in a K-X-Sm-X6-irR/K-X-R-Hyd-Hyd motif (where X is any 
amino acid, Sm is a small amino acid and Hyd is a hydrophobic amino 
acid), appear to correlate with high afiSnity binding of PtdIns(3,4,5)P3 [10]- 
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To date, all of the specific PtdIns(3,4,5)P3 binding proteins identified 
possess this Putative PtdIns(3,4,5)P3 Binding Motif (PPBM) (Table 1). 
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Mutation of certain of the conserved residues in the PPBM in some PH 
domains has been shown to abolish interaction with PtdIns(3,4,5)P3 [10]. 
Significantly, recent structural studies of the PH domain of BTK boimd to 
the head group of PtdIns(3,4,S)P3 indicate that the basic amino acids in the 
5 PPBM may forai direct interactions with the monoester phosphate groups 
ofPtdIns(3,4,5)P3[ll,12]. 

We have identified and characterised proteins tiiat bind specifically to a 
phosphoinositide other than PtdIns(3,4,5)P3, in particular PtdIns3P, 

10 PtdIns3,4P2 or PtdIns4P. The proteins each possess a PH domain which is 
considered to contain a PPBM and which binds the said phosphomositide 
but not to PtdIns(3,4,S)P3« These proteins may play insportant roles in 
triggering cellular processes that are regulated by other phosphoinositides. 
The proteins/PH domains may be usefiil in drag screening assays, in 

15 particular for compounds that may be useful in treating cancer, diabetes or 
stroke. They may also be useful in measuring concentrations and/or 
locations of the phosphoinositide lipids PtdIns3P, PtdIns3,4P2 and PtdIns4P. 

A first aspect of the invention provides the use of a polypeptide capable of 
20 binding to PtdIns(3,4)P2, PtdIns3P, PtdIns4P or PtdIns(3,5)P2 hut not 
capable of binding to PtdIns(3,4,5)P3, in a screening method for identifying 
a compound suitable for modulating signalling by PtdIns(3,4)P2, PtdIns3P, 
PtdIns4P or PtdIns(3,5)P2.. 

25 Polypeptides capable of bmding to PtdIns(3,4)P2, PtdIns3P, PtdIns4P or 
PtdIns(3,5)P2 but not capable of binding to PtdIns(3,4,5)P3 have not 
previously been identified as such. Screening methods making use of such 
a polypeptide have not previously been proposed. 
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It is preferred that the polypeptide comprises a PH damain and that the PH 
domain is capable of binding to PtdIns(3,4)P2, PtdIns3P, PtdIns4P or 
Ptditts(3,5)P2but is not capable of binding to PtdIns(3,4,5)P3, It is fiirther 
preferred that the said PH domain has at least five of the six specified 
5 residues of a Putative PtdIns(3,4,5)P3 Binding Motif (PPBM), or is a variant 
of such a PH domain that retains the ability to bind to PtdIns(3,4)P2, 
PtdIns3P, PtdIns4P or PtdIhs(3,5)P2 but is not capable of binding to 
PtdIns(3,4,5)P3. 

10 The term Plecktrin Homology (PH) domain is well known to those skilled in 
the art. These domains of -100 residues are found in over 70 other proteins 
and are predicted to fold into a similar 3-dimensional structures and may 
mediate protein-Iipid, protein-protein mteractions, or both (Gibson, T J. et 
al (1994) Trends Biochem. ScL 19, 349-353; Shaw, G. (1996) Bioessays 18, 

15 35-46). Polypeptides with PH domains of determined tertiary sracture 
include plecktrin, spectrin, dynamin, and phospholipase C-y. Although the 
percentage identity is poor between PH domains in general there are certain 
positions that show high levels of residue type conservation. The residues 
thought to be required for high afiSnity interaction with PtdIns(3,4,5)P3 lie 

20 in the Putative PtdIns(3,4,5)P3 Binding Motif (PPBM) near the N-teraunal 
end of the PH domain. A single position (Tryptophan, position 280 of 
TAPPl - see Figure 3), near the C-terminal end of the PH domain, shows 
complete identity throughout the domain family, as shown in Figure 7. 
Secondary structure predictions indicate that residues 450-530 of PDKl, for 

25 example, (positions 1-80) are likely to contain regions of |J-sheet, while the 
residues between 531-550 (positions 80-100) are likely to form an extended 
a-helix, a prediction tiiat is consistent with the known stmctures of other 
PH domains (Gibson, T.J. et al (1994) Trends Biochem, Set 19, 349-353; 
Shaw, G. (1996) Bioessays 18, 35-46; [24]). 
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The tenn ^tative PtdIns(3,4,5)P3 Binding Motif (PPBM) is also known to 
those skilled in the art, as discussed above. The motif is K-X-Sm-Xe-n- 
R/K-X-R-Hyd-Hyd motif (where X is any amino acid, Sm is a small, 
5 preferably uncharged, amino acid and Hyd is a hydrophobic amino acid) 
and lies near the N-tenninal end of the PH domain. By a small anoino acid 
is included glycine, alanine, ftreonine and serine. An aspartate or proline 
amino acid residue (for example) may alternatively be present at the 
position in the motif where a small amino add is preferred. By a 

10 hydrophobic amino acid is meant tyrosine, leucine, isoleucine, tryptophan 
and phenylalanine. A glutamine amino acid residue (for example) may 
altematively be present at the first position where a hydrophobic amino acid 
residue is preferred. A glutamine, asparagine or histidine amino acid 
residue may be present at a position where a lysine or arginine residue is 

15 preferred. It is strongly preferred that an acidic or hydrophobic residue is 
not present at a position where a lysine or arginine residue is preferred, or at 
the position in the motif where a small amino acid is preferred. It is 
preferred that the PH domain has at least five of the six specified residues of 
the PPBM. It is particularly preferred that the PH domain has both 

20 hydrophobic amino acids of flie motif and/or the first lysine (K) residue of 
the motif. It is preferred that the PH domain also has a tryptophan residue 
at the position equivalent to position 280 of TAPPl, as discussed above. 

It is preferred that the said polypeptide binds specifically to one of 
25 PtdIns(3,4)P2, PtdlnsSP, PtdIns4P or PtdIns(3,5)P2 ie is able to bind to one 
of PtdIns(3,4)P2, PtdIns3P, PtdIns4P or PtdIns(3,5)P2 and is substantially 
unable to bind to other phosphoinositides, in particular PtdlnsSP, 
Pt<Uns(4,5)P2, PtdIns(3,4,5)P3 and three of PtdIns(3,4)P2, PtdIns3P, 
PtdIns4P and PtdIns(3,5)P2. 
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By "able to bind" is meant that binding of the said polypeptide to the said 
phosphoinositide can be detected using a surface plasmon resonance or 
protein lipid overlay technique as described in Example 1 and the legends to 
5 Table 2 and Figure 4. By "substantially unable to bind** is meant that 
binding of the said polypeptide to the said phosphoinositide is not detected, 
or is only weakly detected using a sur&ce plasmon resonance or protein 
lipid overlay technique as described in Example 1 and the legends to Table 
2 and Figure 4. It is preferred that the polypeptide binds to one of 
10 PtdIns(3,4)P2, PtdIns3P, PtdIns4P or FtdIns(3,5)P2 with at least two, 
preferably 3, 5, 10, 15, 20, 30 or 50-fold higher afBnity than to other 
phosphoinositides, in particular PtdlnsSP, PtdIns(4,5)P2, PtdIns(3,4,5)P3 and 
three of PtdIns(3,4)P2, PtdlnsSP, PtdIns4P and PtdIns(3,5)P2. 

15 It is preferred that flie binding of the said polypeptide to PtdIns(3,4)P2, 
PtdIns3P, PtdIns4P or PtdIns(3,5)P2 has an apparent Kd of less than about 
2000 nM, 1000 nM or 500 nM, preferably less than about 400 or 350 nM, 
for example between about 350 nM and 10 nM, when measured using the 
method described in Example 1. It is preferred that the binding of the said 

20 polypeptide to other phosphoinositides, particularly PtdlnsSP, PtdIns(4,5)P2, 
PtdIns(3,4,5)P3 and tinee of PtdIns(3,4)P2, PtdlnsSP, PtdIns4P and 
PtdIns(3,5)P2, has an apparent Kd of more than about 2000 nM, 1000 nM or 
500 nM when measured using the method described in Example 1 . 

25 Examples of polypeptides that bind specifically to PtdIns(3,4)P2 are 
considered to include mammalian (for example human and mouse) TAPP 
(for example TAPPl and TAPP2), and Segments and fusions thereof that 
comprise the C-terminal PH domain, as discussed further below and in 
Example 1 . Fmtiier examples are considered to include firagments, variants. 
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Ki of PEPPl, FAPPl wild type and mutant TAPPl and TAPP2 for binding to phosphoinositides as measured by 
sonance. The binding of the indicated GST-fusion proteins phosphoinositides incorporated into supported 
monolayers was measured as described in the experimental section. The affinities (apparent K^) were detennined by global 
tion and dissociation curves to a 1:1 binding model. Abbreviations used, FL full length protein; NT-PH, N-terminal PH 
erminal PH domain; NB, no binding detected; ND, not determined. 
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derivatives or fusions thereof, or fusions of fragments, variants or 
derivatives, that retain the said phosphoinositide binding properties, as 
discussed further below. 

5 Examples of polypeptides that bind specifically to PtdIns4P are considered 
to include FAPP, for example mammalian FAPP (for example human or 
mouse FAPP) or Xenopus or Zebrafish FAPP, for example human FAPPl 
or FAPP2 and fragments and fiisions thereof liiat comprise a PH domain, as 
discussed further below and in Example 1. Further examples are considered 
10 to include fragments, variants, derivatives or fusions thereof, or fusions of 
fragments, variants or derivatives, that retain the said phosphomositide 
binding properties, as discussed further below. 

Exan5)les of polypeptides fliat bind specifically to PtdIns3P are considered 
15 to include mammalian (for example human and mouse) PEPP (for example 
PEPPl, PEPP2 and PEPP3) and plant (for example Arabidopsis) AtPHl, 
and firagments and fusions thereof that comprise a PH domain, as discussed 
further below and in Example 1. Further examples are considered to include 
fi:agments, variants, derivatives or fusions thereof, or fusions of fiagments, 
20 variants or derivatives, that retain flie said phosphoinositide binding 
properties, as discussed furttier below. 

Examples of polypeptides that bind specifically to PtdIns(3,5)P2 are 
considered to include centaurin-p2 (for example mammalian, for example 
25 human or mouse, or Drosophila or C elegans)^ and firagments and fusions 
thereof that comprise the C-terminal PH domain, as discussed further below 
and in Example 1. Further examples are considered to include fiagments, 
variants, derivatives or fusions thereof, or fusions of firagments, variants or 
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derivatives, that retain the said phosphoinositide binding properties, as 
discussed further below. 

Ppreferred fragments of TAPP, PEPP, FAPP, AtPHl and centaurin-p2 (for 
example fragments comprising PH domains) are discussed in Example 1, 
for example in the section relation to cloning of PH domains and in Figure 
L 

Suitably, the method comprises the steps of (1) exposing the said 
polypeptide to PtdIns(3,4)P2, PtdlnsSP, PtdIns4P or PtdIns(3,5)P2, in the 
presence of a test compound; (2) determining whether the test compound 
modulates binding of the said phosphoinositide to the said polypeptide; and 
(3) selecting a compound which modulates binding of the said 
phosphoinositide to the said polypeptide. 

Further suitable methods are described in relation to the following aspects 
of the invention. 

A further aspect of the invention provides a method of identifying a 
compound that modulates the phospholq)id binding activity of a polypeptide 
capable of binding to PtdIns(3,4)P2, PtdIns3P, PtdIns4P or PtdIns(3,5)P2but 
not capable of bmding to PtdIns(3,4,5)P3, the method conqmsing contacting 
a compound with the said polypeptide or a suitable variant, fragment, 
derivative or fusion thereof or a fusion of a variant, fragment or derivative 
thereof and detemiining whether the phospholipid binding activity of the 
said polypeptide or said variant, fragment, derivative or fusion thereof or a 
fusion of a variant, fragment or derivative thereof is changed in the presence 
of the compound from fliat in the absence of said compound. It will be 
appreciated that the said suitable variant, fragment, derivative or fusion is 
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capable of binding to PtdIns(3,4)P2, PtdIns3P, PtdIhs4P or PtdIns(3,5)P2but 
is not capable of binding to PtdIns(3,4,5)P3. 



Preferences and examples are as indicated in relation to the first aspect of 
the invention. 

The binding of polypeptides comprising a PH domain having the required 
properties to phospholipids is described in Example 1. It is pceferred that 
modulation of the bindmg to PtdIns(3,4)P2, PtdlnsSP, PtdIns4P or 
PtdIns(3,5)P2 is measured. Methods of detecting binding of the said 
polypeptide or suitable fragment, variant, derivative or fiision thereof, or 
fusion of a variant, fragment or derivative to phospholipids are described in 
&umiple 1 and include a protein-lipid overlay assay in which the lipid is 
spotted onto a support, for example Hybond-C extra membrane, and protein 
bound to the support by virtue of interaction with the lipid is detected, for 
example using an antibody-based method, as well know to those skilled in 
the art A surface plasmon resonance assay, for example as described in 
Example 1 or in Plant et al (1995) Analyt Biochem 226(2), 342-.348, may 
alternatively be used. Methods may make use of a said polypeptide, for 
example comprising a PH domain, or firagment, variant, derivative or fusion 
thereof, or fusion of a variant, fragment or derivative that is labelled, for 
example with a radioactive or fluorescent label. Suitable methods may also 
be described in, for example, Shirai et al (1998) Biochim Biophys Acta 
1402(3), 292-302 (use of an afiBnity column prepared using 
phosphatidylinositol analogues) and Rao et al (1999) / Biol Chem 274, 
37893-37900 (use of avidin-coated beads bound to biotinylated 
phosphatidylinositol analogues). 
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A fbrfher aspect of the invention provides a method of identifying a 
compound capable of disrupting or preventing the interaction between a 
polypeptide that is capable of binding to PtdIns(3,4)P2, PtdIns3P, PtdIns4P 
or PtdIns(3,5)P2 but not capable of binding to PtdIns(3,4,5)P3, and a 
polypeptide that is capable of binding to the said phosphoinositde-binding 
polypeptide (interacting polypeptide) wherein the said phosphoinositide- 
binding polypeptide or a suitable variant, fragment, derivative or fusion or a 
fusion of a variant, fi^gment or derivative thereof, and/or the interacting 
polypeptide are exposed to the said compound and the interaction between 
the phosphoinositide-binding polypeptide or variant, fragment, derivative or 
fusion and the interacting polypeptide in the presence and absence of the 
compound is measured. 

A further aspect of the invention provides a method of identifying a 
compound that is capable of binding to a polypeptide that is capable of 
binding to PtdIns(3,4)P2, PtdIns3P, PtdIns4P or PtdIns(3,5)P2 but not 
capable of binding to PtdIns(3,4,5)P3 (interacting polypeptide), wherein the 
said polypeptide or suitable fragment, variant, derivative or fusion th^eof, 
or fusion of a variant, fragment or derivative is e3q)osed to the compound 
and any binding of the compound to the said polypeptide or fragment, 
variant derivative or fusion thereof, or fusion of a variant, fragment or 
derivative is detected and/or measured. The ability of the compound to bind 
to the said interacting polypeptide may be measured by measuring the 
ability of the compound to disrupt or prevent the interaction between the 
phosphomositide-binding polypeptide (or variant, fragment, derivative or 
fusion) and the interacting polypeptide. 
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The binding constant for the binding of the compound to the relevant 
polypeptide may be determined. Suitable methods for detecting and/or 
measuring (quantifying) the binding of a compound to a polypeptide are 
weU known to those skilled in the art and may be performed, for example 
5 using a method capable of high throughput operation, for example a chip- 
based method in which the compounds to be tested are immobilised in a 
microairay on a solid support, as known to those skUled in the art. It is 
preferred that the said suitable variant, fragment, derivative or fusion of the 
phosphoinositide binding polypeptide is capable of binding to PtdIns(3,4)P2, 
10 PtdIns3P, PtdIns4P or Ptdlns(3,5)P2 but is not capable of binding to 
PtdIns(3,4,5)P3. 

In addition, it is preferred that a variant, fragment, derivative or fiision of 
TAPP consprises the N-tOTninal of the two PH domains of TAPP. This PH 

15 domain may be capable of interacting with polypeptides, as discussed 
frurther below. Alternatively (or in addition), it is preferred that a variant, 
fragment, derivative or frision of TAPP comprises (preferably as the C- 
terminal three residues) the last three residues of TAPP (for example 
TAPPl or TAPP2), which conform to the minimal sequence motif (Ser/Thr- 

20 Xaa-Val/Ile) required for binding to a PDZ domain (as discussed in 
Example 1); and/pr one or more proline rich regions foimd towards the C- 
termimis of TAPP2 (as shown in Figure 3 and discussed in Example 1, 
which may form a binding site for an SH3 domain). 

25 la addition, it is preferred that a variant, fragment, derivative or fiision of 
FAPP comprises a proline-rich region found toward the C-terminus of 
FAPPl, which may mediate binding to a SID domain (see Figure 5 and 
Example 1). Similarly, it is prefoied that a variant, fragment, derivative or 
frision of PEPP comprises one or more proline-rich regions found toward 
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the C-tennimis of PEPPl, which may mediate binding to a SH3 domain (see 
Figure 6 and Example 1)* 

It will be understood feat it will be desirable to identify compoimds that 
5 may modulate the activity of the polypeptide in vivo. Thus it will be 
understood that reagents (including any firagment, derivative, variant or 
fiision of fee polypeptide or fusion of a variant, fragment or derivative) and 
conditions used in fee mefeod may be chosen such that fee interactions 
between fee said polypeptide and a phosphoinositide, for example 
10 PtdIns(3,4)P2, PtdIns3P, PtdIns4P or PtdIns(3,5)P2, or an interacting 
polypeptide are substantially fee same as between fee wild-type, preferably 
human polypq)tide (for example TAPP, PEPP or FAPP) and fee 
phosphoinositide or interacting polypeptide in vivo. 

15 A polypeptide that mteracts wife TAPP, for example TAPPl or TAPP2 may 
comprise a PDZ domain and/or a SH3 domain (for TAPP2). 

A polypeptide feat interacts wife PEPP or FAPP may comprise a SH3 
domain. 

20 

In one embodiment, fee compound decreases fee relevant binding activity 
of said polypeptide. For example, fee compound may bind substantially 
reversibly or substantially irreversibly to fee relevant binding site of said 
polypeptide. In a furfeer example, fee compound may bind to a portion of 
25 said polypeptide feat is not fee binding site so as to mterfere wife fee 
binding of fee said phosphoinositide-binding polypeptide to fee 
phosphoinositide or interacting polypeptide. In a still fiurfeer example, fee 
compound may bind to a portion of said polypeptide so as to decrease said 
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polypeptide's binding activity by an allosteric effect. This allosteric effect 
may be an allosteric effect that is involved in the natural regulation of the 
said polypeptide's activity. 

The conxpound may, for example, change the configuration of the 
polypeptide so that it is substantially unable to bind to the particular 
phosphoinositide or an interacting polypeptide. The conxpound may be 
capable of affecting the intracellular location of the polypeptide; for 
example, it may inhibit or promote the translocation of tiie polypeptide to a 
membrane, for example the plasma membrane or golgi, vacuole, lysosome 
or endosome membrane. Possible association with cellular membranes of 
polypeptides comprising a PH domam with the required phosphoinositide 
binding properties are discussed further in ^cample 1 . The compound may 
modulate any interaction of the polypeptide with further identical 
polypeptide molecules (ie self-association, for example dimerisation). It 
will be appreciated that a compound that, for example, is capable of 
modulating the phosphorylation or other post-translational modification of 
the polypeptide may thereby, for example, modulate the abiKty of the 
polypeptide to bind to a phosphoinositide or interacting protein. A 
compound that is capable of modulating flie ability of the polypeptide to 
bind to a phosphoinositide may thereby modulate the intracellular location 
of the polypeptide molecule and/or modulate any post-translational 
modification, for example phosphorylation, of the polypeptide. 

In a fiulher embodiment, the compound increases the binding activity of 
said polypeptide. For example, the compound may bind to a portion of said 
polypeptide that is not the relevant binding site so as to aid the binding of 
the said polypeptide to the phospholipid or interacting protein, as 
appropriate. In a still further example, the compound may bind to a portion 



wo 02/12276 PCT/GBOl/03481 

17 

of said polypeptide so as to increase said polypeptide's bindiag activity by 
an allosteric effect. This allosteric effect may be an allosteric effect that is 
involved in the natural regulation of the said polypeptide's activity. 

5 An example of a compound that may be capable of inhibiting binding of a 
phosphoinositide to a said polypeptide is In5P4, the head group of 
PtdIns(3,4,5)P3. Ins(l,3,4)P3, the head group of PtdIns(l,3,4)P3, may be 
capable of inhibiting binding of PtdIns(3,4)P2 to TAPP. Ins(l,3)P2, the head 
group of PtdlnsSP, may be c^ble of inhibiting binding of PtdIns3P to 

10 PEPP or AtPHl. Ins(l,4)P2, the head group of PtdIns4P, may be capable of 
inhibiting binding of PtdIns4P to FAPP. Ins(l,3,5)P3, the head group of 
PtdIns(3,5)P2, may be capable of inhibiting binding of PtdIns(3,5)P2 to 
centaurin-p2. A polypeptide comprising an amino acid sequence 
(preferably C-terminal amino add sequence) corresponding to the 

15 consensus sequence Ser/Thr-Xaa-Val/Ile, for example SDV, may be capable 
of inhibting binding of TAPP, for example TAPPl or TAPP2 to an 
interacting polypeptide comprising a PDZ domain. 

Conveniently, the appropriate methods make use of the methods described 
20 in Example 1 for detecting, and/or quantifying the interaction between a 
polypeptide and a phospholipid, for example a protein-Iipid overlay or 
sur&ce plasmon resonance metiiod, as discussed above. It is prefCTred that a 
GST-tagged fusion of the polypeptide of the invention or a fragment therof 
is used. Methods in which radioactively or fluorescently labelled lipids are 
25 used may also be useful. 

Methods of detecting protein-protein interactions are well known to those 
skilled in the art. The interaction between the said polypeptide or fragment, 
variant, fusion or derivative thereof or fusion of a fragment, variant or 
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derivative and an interacting polypeptide may be measured by any method 
of detecting/measuring a protein/protein interaction, as discussed furfh^ 
below. Suitable methods include yeast two-hybrid interactions, co- 
purification, ELISA, co-immunoprecipitation methods and cellular response 
5 assays. Cellular response assays may be carried out in a variety of cell 
types, for exan:q>le in adipocytes or adipocyte cell lines, in a skeletal muscle 
cell line (such as the L6 myotubule cell line), Mvcr cells or liver cell lines or 
cancer cells or cancer ceU lines. 

10 Skin cancer cells, for example melanoma cells or cell lines, may be 
particularly preferred when the polypeptide is PEPP or a fragment, variant, 
fusion or derivative thereof or fusion of a fragment, variant or derivative. 
Platelets may be preferred when the polypeptide is TAPP. MH Swiss 
mouse embryo cells NIH/3T3 (available from the American Type Culture 

15 Collection (ATCC) of Roclville, MD, USA (ATCC) as CRL 1658) and 
human embryonic kidney 293 cells (also available from flie ATCC) are 
examples of cell lines that may be used when investigating the effect of 
hydrogen peroxide or other cellular stress treatment? 

20 The method may be performed in vitro ^ either in intact cells or tissues, with 
broken cell or tissue preparations or at least partially purified components. 
Alternatively, they may be performed in vivo. The cells tissues or 
organisms in/on which tiie method is performed may be transgenic. In 
particular they may be transgenic for the said polypeptide capable of 

25 binding a specific phosphoinositide. 

Preferences for the polypeptide or variant, fragment, fusion or derivative 
thereof or fusion of a variant, fragment or derivative are as givra above. 
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Other methods of detecting polypeptide/polypeptide interactions include 
ultrafiltration with ion spray mass spectroscopy/HPLC methods or other 
physical and analytical methods. Fluorescence Energy Resonance Transfer 
(FRET) methods, for example, well known to those skilled in the art, may 
5 be used, in which binding of two fluorescent labelled entities may be 
measured by measuring the interaction of the fluorescent labels when in 
close proximity to each other. 

This may be done in a whole cell system or using purified or partially 
10 purified components. Similarly, expression of a protein encoded by an 
RNA transcribed firom a promoter regulated by the polypeptide may be 
measured. The protein may be one that is physiologically regulated by the 
polypeptide or may be a "reporter*' protein, as well known to those skilled 
in the art (ie a recombinant construct may be used). A reporter protein may 
15 be one whose activity may easily be assayed, for example (P-galactosidase, 
chloramphenicol acetyltransferase or luciferase (see, for example. Tan et 
al(1996)). In a fiirther example, the reporter gene may be fetal to the cells, 
or altematively may allow cells to survive under otherwise fatal conditions. 
Cell survival can then be measured, for example using colorimetric assays 
20 for mitochondrial activity, such as reduction of WST-1 (Boehringer). 
WST-1 is a formosan dye that undergoes a change in absorbance on 
receiving electrons via succinate dehydrogenase. 

Promoters whose activity may be regulated by a signalling pathway in 
25 which the polypeptide may be involved may be identified using microarray 
technology, as known to those skilled in the art, in which the eiqpression of 
multiple genes may be examined simultaneously, for example in stimulated 
and unstimulated cells CTqpressing the wild-type polypeptide or a dominant 
negative mutation. Differences in expression pattems between the different 
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cells/activation states indicate genes/piomoters which the polypeptide may 
regulate. An example of a dominant negative mutant of TAPP is a fragment 
of TAPP comrpising the Otemiinal PH domain, but not the N-temiinal PH 
domain and/or putative SH3 binding domain (TAPP2) and/or PDZ binding 
5 sequence. Thus, transcription of these genes may be assessed or the 
promoter for such a gene may be used in a reporter construct as described 
above. 

Insulin exerts important effects on gene eiq)ression in multiple tissues 
10 (O'Brien, R. M. & Gianner, D. K (1996) Physiol Rev. 76, 1109-1161). In 
the liver, insulin suppresses the expression of a number of genes which 
contain a conserved insulin response sequence (IRS)^ (CAAAAC/TAA), 
including insulm-like growth factor bmding protein-l (IGFBP-1), 
apolipoprotein Cni (apoCIQ), phosphomol-pyravate carboxykinase 
15 (PEPCK) and glucose-6 phosphatase (G6Pase) (Goswami, R et al (1994) 
Endocrinol 134, 2531-2539; Suwanickul, A et al (1993) J. Biol Chem. 268, 
17063-17068; Li, W. W et al (1995) /, Clin. Invest 96, 2601-2605; 
O'Brien, R.Metal (1990) Science 249, 533-537; Streeper, R. S et al (1997) 
J. Biol Chem. 272, 11698-11701). Thus, transcription of these genes may be 
20 assessed or promoters from these genes may be used in a reporter construct 
as described above, for example when the polypeptide is TAPP. Microarray 
technology may be used in assessing transcription of genes or reporter 
constructs, as known to those skilled in tibe art 

25 The transcription of a gene indicated above (or any other that is regulated 
by cellular stress, a growth factor or insulin signalling) may be measured by 
measurement of changes in the en2ymatic or other activity of the said gene 
product, for oxample in a cell. Suitable methods will be well known to 
those skilled in the art 
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It will be necessary to perfonn various control assays, as known to those 
skilled in the art, in order to determine that a compound is affecting 
signalling via the said phosphoinositide-binding polypeptide, rather than 

5 having some other effect on processes leading to whatever measurement is 
made. For example, it may be necessary to detennine what effect the 
compound being tested has on the activity rather than the activation of a 
polypeptide, for example a protein kinase, that may be acting downstream 
(in the signalling pathway) of the said phosphoinositide-binding polypeptide 

10 but upstream of the effect being measured. 

A further aspect of the invention provides a method of identifying a 
polypeptide (interacting polypeptide) that interacts with a polypeptide 
capable of binding to PtdIns(3,4)P2, PtdIhs3P, PtdIns4P or PtdIns(3,5)P2but 

15 not capable of binding to PtdIns(3,4,5)P3, tiie method comprising 1) 
contacting a) the said phosphoinositide-binding polypeptide or a suitable 
fragment, variant, derivative or fusion thereof or a suitable fusion of a 
fragment, variant or derivative with b) a composition that may contain such 
an interacting polypeptide, 2) detecting the presence of a complex 

20 containing the said phosphoinositide-binding polypeptide or a suitable 
fragment, variant, derivative or fusion thereof or a suitable frision of a 
fragment, variant or derivative and an interacting polypeptide, and 
optionally 3) identifying any intCTacting polypeptide bound to the said 
phosphoinositide-binding polypeptide or a suitable fragment, variant, 

25 derivative or fusion thereof or a suitable fusion of a fragment, variant or 
derivative. 

Preferences in relation to the said suitable fragment, variant, derivative or 
frision include those indicated above in relation to the previous aspect of the 
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invention. It will be appreciated that the method may be carried out in a 
cell, for example a recombinant cell. The cell may be recombinant in 
relation to the said phosphoinositide-binding polypeptide and/or in relation 
to a putative interacting polypeptide or a polypeptide thought to be involved 
in signalling via the said phosphoinositide-binding polypeptide, for example 
a polypeptide involved in platelet activation, for example integrin receptors. 

The interaction between the phosphoinositide-binding polypeptide or 
fiagment, variant, deriviative or fusion and the interacting polyp^tide may 
be measured by any method of detecting/measuring a protein/protein 
interaction, as discussed further below. Suitable methods include yeast two- 
hybrid interactions, co-purification, ELISA, co-immunoprecipitation 
methods and cellular response assays. Cellular response assays may be 
carried out in a suitable cell or cell line as discussed above, for example in 
adipocytes or adipocyte cell lines, hepatocyte cells or cell lines, myotube 
cells or cell lines, cancer cells or cell lines, particularly melanoma cells, for 
example the G361 melanoma cell line, as discussed in Example 1, or in 
platelets. Heart, skeletal muscle, kidney or placenta cells or cell lines (or 
other tissue types indicated in Table 3 as a source of TAPP clones) may be 
particularly suitable in relation to TAPP. Cells or cell lines from tissue 
types indicated in Table 3 as a source of FAPP or centaurin-P2 clones may 
be particularly suitable in relation to FAPP or centaurin-P2, respectively. 
Skin or cancer cells or cell lines, particularly melanoma cell lines (for 
example the. G361 cell line), may be particularly suitable in relation to 
PEPP. 

A fimher method of identifying the interacting polypeptide of the invention 
includes expression cloning which makes use of flie transfection of cDNAs 
from a cellular source which is believed to encode the interacting 
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Tabic 3. Tissue origin of ESTs encoding TAPPl, TAPP2, PEPPl, and FAPPl. 

ESTs which we have sequenced have their LM.A.G,E. Consortium Clone ID in 
parentheses. 

5 



polypeptide (such as a xeceptor) into a suitable cell line (such as a CHO cell 
line or Hep2A3 cell line) such that at least some of the cell lines express the 
interacting polypeptide. Cell lines expressing the interacting polypeptide 
10 are selected based on the ability of a labelled (for example radiolabelled) 
said phosphoinositide binding polypeptide (or suitable fragment, variant, 
derivative or fusion thereof, or fusion of a fragment, variant or derivative) to 
bind to the transfected cell line but not to the non-transfected cell line. 

15 The mefliod may be performed in vitrOy either in intact cells or tissues, with 
broken cell or tissue preparations or at least partially purified components. 
Alternatively, they may be performed in vivo. The cells tissues or 
organisms in/on which the method is performed may be transgenic. In 
particular they may be transgenic for the said phosphoinositide-binding 

20 polypeptide. 

Preferences for the phosphoinositide-binding polypeptide or fragment, 
variant, derivative or frision thereof, for exaiiq>le a processed polypeptide of 
the invention are as given above. 
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A further aspect of the invention provides a substantially pure interacting 
polypeptide identified or identifiable by the method of the invention 
described above. A still further aspect of the mvention provides a 
5 recombinant polynucleotide encoding or suitable for repressing the 
interacting polypeptide of the invention. A still fijrfher aspect of the 
invention provides a nucleic acid complementary to a nucleic add encoding 
or capable of expressing the interacting polypeptide of the invention. 
Methods of identifying, preparing or isolating the said nucleic acid will be 
10 well known to those skilled in the art 

The following methods of isolating a nucleic acid encoding a polypeptide of 
the invention (for example an interacting polypeptide of the invention or a 
phosphinositide-binding polypeptide of the invention, as discussed further 
15 below) are given for purposes of illustration and are not considered to be 
exhaustive. 

The polypeptide may be cleaved, for example using trypsin, cyanogen 
bromide, V8 protease formic acid, or another specific cleavage reagent 
20 The digest may be chromatogr^hed on a Vydac CI 8 column or subjected 
to SDS-PAGE to resolve tiie peptides. The N-terminal sequence of the 
peptides may tiien be determined using standard methods. 

The sequences are used to isolate a nucleic acid encoding the peptide 
25 sequences using standard PCR-based strategies. Degenerate 
oligonucleotide mixtures, each comprising a mixture of all possible 
sequences encoding a part of the peptide sequences, are designed and used 
as PCR primers or probes for hybridisation analysis of PGR products after 
Southern blotting. mRNA prepared firom cells in which the polypeptide 
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may be expressed is used as the template for reverse transcriptase, to 
prepare cDNA, which is then used as Ihe template for the PGR reactions. 

Positive PGR fragments are subcloned and used to screen cDNA libraries to 
5 isolate a full length clone for the polypeptide. 

Altematively, the sequences of initial subcloned PGR fragments may be 
determined, and the sequence may then be extended by known PCR-based 
techniques to obtain a fiiU length sequence. 

10 

Alternatively, the initial PGR sequence may be used to screen electronic 
databases of expressed sequence tags (ESTs) or other known sequences. By 
this means, related sequences may be identified which may be usefril in 
isolating a frill length sequence using the two approaches described above. 

15 

Sequences are determined using the Sanger dideoxy method. The encoded 
amino acid sequences may be deduced by routine methods. 

Techniques used are essentially as described in Sambrook et al (1989) 
20 Molecular cloning, a laboratory manual. Cold Spring Harbor Laboratory 
Press, Cold Spring Harbor, New York. 

Alternatively, antibodies may be raised against the polypeptide. 

25 The antibodies are used to screen a Xgtll expression library made from 
cDNA copied from mRNA from cells in which the polypeptide may be 
expressed. 
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Positive clones are identified and the insert sequenced by the Sanger 
method as mentioned above. The encoded amino acid sequence may be 
deduced by routine methods. 

5 It will be appreciated that it may be desirable to e^qjress the polypeptide 
encoded by the isolated nucleic acid in order to determine that tiie 
polypeptide has the expected properties, for example expected ability to 
bind to a said phosphoinositide-binding polypeptide, for exitnq>le TAPP, 
PEPP, FAPP, AtPHl or centaurin-p2, 

10 

It will be appreciated that the above methods of the invention may be 
performed within a cell, for example using the yeast two hybrid system as is 
well known in the art It will fiuther be appreciated that a transgenic animal 
in which a said phosphoinositide-binding polypeptide gene is altered and/or 
IS a recombinant said phosphoinositide-binding polypeptide gene is present, 
for example a rodent, in particular a mouse, may be useful in, for example, 
identifying polypeptides that interact witii the smd pbosphoinositide-binding 
polypeptide, 

20 The interactmg polypeptide may be a receptor molecule, for example a 
receptor molecule present in/on the sur&ce of a cell, for example a platelet, 
adipocyte, muscle or skin cell. The receptor molecule may be a 
transmembrane polypeptide or complex, as know to those skilled in the art. 
It will be appreciated that known receptors, for example platelet integrin 

25 receptors, are not included. 



It will be appreciated that screening assays which are capable of high 
throughput operation will be particularly preferred. Examples may include 
cell based assays and protein-protein binding assays. An SPA-based 
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(Scintillatioii Proximity Assay; Amersham International) system may be 
used For example, beads comprising scintillant and an interacting 
polypeptide (which temi it will be appreciated includes a polypeptide which 
capable of interacting with a polypeptide of the invention or fragment 
5 thereof and is a fragment of a polypeptide, for example a naturally occuring 
polypeptide, that is also capable of interacting with a polypq)tide of the 
invention or fragment thereof) may be prepared. The beads may be mixed 
with a sample comprising, for example, the phosphati(fylinositol-binding 
polypeptide into which a radioactive label has been incorporated and with 

10 the test conq)omid. Conveniently this is done in a 96-well format. The 
plate is then comited using a suitable scintillation counter, using known 
parameters for the particular radioactive label in an SPA assay. Only the 
radioactive label that is in proximity to the scintillant, ie only that bound to 
the phosphoinositide-binding polypeptide that is bound to the interacting 

15 polypeptide anchored on the beads, is detected. Variants of such an assay, 
for example in which the interacting polypeptide is immobilised on the 
scintillant beads via binding to an antibody or antibody fragment, may also 
be used Phosphoinositides or analogues thereof may be immobilised on 
SPA beads, for example using methods as described in Shirai et al (1998) 

20 Biochim Biophys Acta 1402(3), 292-302 or in Rao et al (1999) / Biol Chem 
274,37893-37900. 



It will be appreciated that the screening assays of the invention are useful 
for identifymg compounds which may be usefiil in the treatment of diabetes, 
25 defects of glycogen metabolism, cancer (including melanoma), 
inflammatory conditions, ischaemic conditions, for example stroke, 
thrombosis or tendency to thrombosis (for example usefiil as an 
antithrombotic agent). 
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The compound may be a drag-like compomid or lead compound for the 
development of a drag-like compound for each of the above methods of 
identifying a compound. It will be appreciated that the said methods may 
be useful as screening assays in the development of pharmaceutical 
5 compounds or drags, as well known to those skilled in the art. 

The term "drag-like compound" is well known to those skilled in the ar^ 
and may include die meaning of a compound that has characteristics that 
may make it suitable for use in medicine, for exanq)le as the active 

10 ingredient in a medicament. Thus, for example, a drag-like compound may 
be a molecule that may be synthesised by the techniques of organic 
chemistry, less preferably by techniques of molecular biology or 
biochemistry, and is preferably a small molecule, which may be of less than 
5000 daltons molecular weigjit A drag-like compound may additionally 

15 exhibit features of selective int^ction with a particular protein or proteins 
and be bioavailable and/or able to penetrate cellular membranes, but it will 
be ^>preciated that these features arc not essential. 

The term 'lead compound" is similarly well known to those skilled in the 
20 art, and may include the meaning that the compound, whilst not itself 
suitable for use as a drag (for example because it is only weakly potent 
against its intended target, non-selective in its action, unstable, dif&cult to 
synthesise or has poor bioavailability) may provide a starting-point for the 
design of other compounds fliat may have more desirable characteristics. 

25 

It will be appreciated that the compound may be a polypeptide that is 
capable of competing with the polypeptide of the invention for binding to 
the interacting polypeptide. Thus, it will be appreciated that a screening 
metiiod as described above may be usefiil in identifying polypeptides that 
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may also interact with the interacting polypeptide, for example a receptor 
molecule. 



It will be understood that it will be desirable to identify compounds that 
5 may modulate the activity of the polypeptide(s) in vivo. Thus it will be 
understood that reagents and conditions used in the method may be chosen 
such that the interactions between the said polypeptide and the interacting 
polypeptide are substantially the same as between the said polypeptide or a 
fragment therof and a naturally occuring interacting polypeptide in vivo. 

10 

The "drug-like compounds" and *1ead compounds" identified in the 
screening assays of the invention are suitably screened in further screens to 
determine their potential usefulness in treating diabetes, defects of glycogen 
metabolism, cancer (including melanoma), inflammatory conditions, 
15 ischaemic conditions, for example stroke, or thrombosis or tendency to 
thrombosis. Additional screens which may be carried out include 
determining the effect of the compounds on blood glucose levels, tumour 
growth or blood clotting tendency/time, as appropriate. This may typically 
be done in rodents. 

20 

A further aspect of the invention is a kit of parts useful in carrying out a 
method, for example a screening method, of the invention. Such a kit may 
comprise a said phosphoinositide-binding polypeptide (or a suitable 
fragment, variant, derivative or fusion thereof, or fusion of a fragment, 
25 variant or derivative) and an interacting polypeptide, for example a receptor 
molecule. 

A further aspect of the invention provides a compound identified by or 
identifiable by flie screening method of the invention. The compound may 



wo 02/12276 



PCT/GBOl/03481 



31 

be an antibody capable of binding to the said phosphoinositide-binding 
polypeptide or interacting polypeptide, as discussed further below, or it may 
be a peptide derivable &om the said phosphoinositide-binding polypeptide 
or interacting polypeptide (ie a fragment of the said polypeptide). 

5 

It will be appreciated that such a compound may be an inhibitor of the 
formation or stability of a contiplex of the phosphoinositide-binding 
polypeptide of the invention or a variant, fi^agment, derivative or fiision 
used in the screen, with an interacting polypeptide(s), for example a 

10 receptor, and therefore ultimately a modulator of any activity of that 
complex, for example any signalling activity, for example protein kinase 
activity or protein phosphatase activity. The intention of the screen may be 
to identify compounds that act as modulators, for example inhibitors or 
promoters, preferably inhibitors of the activity of the complex, even if the 

15 screen makes use of a binding assay rather flian an activity (for example 
signalling activity) assay. It will be appreciated that the action of a 
compound found to bind the interacting polypeptide may be confirmed by 
performing an assay of, for example, protein kinase activity in the presence 
of the compound. It will be appreciated that a compound that interacts with 

20 an interacting polypeptide that is (or that interacts with) a receptor molecule 
may act as an agonist or antagonist of any signalling activi]^ of the said 
receptor. 

A further aspect of the invention provides a method of disrupting or 
25 preventing the interaction between a said phosphoinositide-binding 
polypeptide or a variant, fi:agment, derivative or fusion, or a fusion of a 
variant, fi:agment or derivative, and an interacting polypeptide, for example 
a recqptor molecule, as defined above wherein the said interactmg 
polypeptide or phosphoinositide-binding polypeptide of the invention or a 
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variant, firagment, derivative or fusion, or a fusion of a variant, j&agment or 
derivative is exposed to a compound of tiie invention (which may be an 
antibody of the invention, as discussed further below). 

5 Preferences for the phosphoinositide-binding polypeptide and the 
interacting polypeptide are as set out in relation to earlier aspects of the 
invention. It is particularly preferred that the phosphoinositide-binding 
polypeptide (or variant, fragment, derivative or fusion) or interacting 
polypeptide is a naturally occurring polypeptide or naturally occurring 
10 allelic variant thereof. 

Conveniently, the said phosphoinositide-binding polypeptide or fragment, 
derivative, variant or fusion used in the methods is one which is produced 
by recombinant DNA technology. Similarly, it is preferred if the interacting 
15 polypeptide used in tiie methods, for example of identifying compounds that 
modulate the interaction with the said phosphoinositide-binding 
polypeptide, is one which is produced by recombinant DNA technology. 

It will be appreciated that it may be desirable to cany out a method of the 
20 invention, for example a compound screening method of flie invention, in 
the presence of the phosphoinositide to which the said phosphoinositide- 
binding protein is cq>able of binding. Expression of a constitutively active 
phosphoinositide (PI) kinase may be desirable in relation to a cell-based 
assay, in order to elevate the level of the appropriate phosphoinositide in the 
25 cell. For example, (over)expression of a Class 1 A PI3 kinase may be useful 
in relation to TAPP, as it may increase the level of PtdIns(3,4,5)P3 and 
thereby the level of Ptdins(3,4)P2. Overexpression of a Qass H PIS kinase 
may be usefiil in relation to PEPP or AtPHl, as it may increase the level of 
PtdlnsSP, whilst overexpression of a PI4 kinase may be useful in relation to 
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FAPP, as it may increase the level of PtdIns4P. Overexpression of Fabl [38, 
39] may be useful in relation to centaiuin-p2, as it may increase the level of 
Ptd(3,5)P2. 

5 It will be appreciated fliat by "suitable*' we mean that the said components 
in the method are those that have interactions or activities which are 
substantially the same as those of the said phosfphoinositide-binding 
polypeptide or an interacting polypeptide or as the case may be but which 
may be more convenient to use in an assay. For example, fusions of the 

10 said phosphoinositide-binding polypeptide are particularly useful since said 
fusion may contain a moiety which may allow the fusion to be purijBed 
readily. 

A further aspect of the invention provides a method of detecting and/or 
15 quantifying PtdIns(3,4)P2, PtdIns3P, PtdIns4P or PtdIns(3,5)P2 in a sample 
whereiD the sample is exposed to a polypeptide capable of binding to 
PtdIns(3,4)P2, PtdIns3P, PtdIns4P or RdIns(3,5)P2 but not capable of 
binding to PtdIns(3,4,5)P3 and the binding of the said polypeptide to any 
said phosphoinositide present is detected. Preferences for the said 
20 polypeptide are as indicated in relation to the first aspect of the invention. 
Methods of detecting binding of the said phosphoinositide to the said 
polypeptide are discussed above and in Examples 1 and 3. The 
polypeptides may be used to determine tiie location of the said 
phosphoinositide using in situ techniques, as well known to those skilled in 
25 the art. The cells may be living cells, or fixed using conventional methods, 
for example formaldehyde fixing. Particularly in relation to investigating 
living cells, it is preferred that the said polypeptide comprises a 
chromophore, for example a green fluorescent protein moiety (GFP; 
including mutated GFPs, for example blue, yeDow or cyan fluorescent 
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proteins), for example as a fusion protein which is expressed in the cell, as 
well known to those skilled in the art. GFPs are produced naturally by 
Aequorea victoria but, as is well known in the art and described, for 
example, in Mitra et al (1996) Gene 173, 13-17; Cubitt et al (1995) Trends 

5 Biochem. Set 20, 448^54; Miyawaki et al (1997) Nature 388, 882-887; 
Patterson et al (1997) Biophys J, 73, 2782-2690; Heim & Tsien (1996) 
Curr, Biol 6, 178-182; and Heim et al (1995) Nature 373, 663-664, mutant 
GFPs are available which have modified spectral characteristics. Certain 
GFPs and mutant GFPs are available firom Qontech Laboratories UK Ltd, 

10 Wade Road, Basingstoke, Hants RG24 SMB. 



The methods may be used in assays for detecting or quantifying 
(measuring) enzyme activity, for example lipid phosphatases or inositol 
lipid kinases, for example Fablp (a stress-activated phosphatidylinositol 3- 

15 phosphate 5-kmase), which converts PtdlnsSP to Ptdiis(3,5)P2. Thus, a PH 
domain which binds to PtdIns3P (for exan5>le the PH domain of PEPPl or 
AtPHl) may be used to monitor the level of PtdIns3P and thereby Fablp 
activity. This is discussed further in Example 3. Such a lipid 
kinase/phosphatase assay may be performed in vitro (for example using 

20 techniques described above and in Examples 1 and 3) or in v/vo, for 
example in cells, using techniques as described above. The methods may be 
used in identifymg modulators (for example inhibitors or activators) of the 
enzyme activity, as will be apparent to those skilled in the art Thus, the 
invention provides a method for identifying a modulator of a lipid kinase or 

25 phosphatase activity wherein the lipid kinase or phosphatase activity is 
measured in the presence (and preferably also in the absence, or in the 
presence of more than one concentration) of the compoimd using such a 
method. The invention further provides a kit of parts useful in carrying out 
such a detection/quantification or screening method. Suitable components 
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for such a kit include reagents and enzymes of the types mentioned in 
Exan^le 3, for example a PH domain of the invention and a 
phosphoinositide which binds to the said PH domain or a lipid which is 
converted into a phosphoinositide which binds to the said PH domain by an 
enayme, for example hpid kinase or phosphatase. 

A fiirther aspect of the invention provides a substantially pure polypeptide 
capable of binding to PtdIns(3,4)P2, PtdIns3P, PtdIns4P or PtdIns(3,5)P2but 
not capsble of binding to PtdIns(3,4,5)P3, wherein the polypqitide is not foil 
length centanTin-P2 or full length AtPHl[19]. Preferably the polypeptide 
comprises a PH domain. Still more preferably, the PH domain is capable of 
binding to PtdIns(3,4)P2, PtdIns3P, PtdIns4P and/or PtdIns(3,5)P2 but is not 
enable of binding to PtdIns(3,4,5)P3, and has at least five of the six 
residues of a Putative PtdIns(3,4,5)P3 Binding Motif (PPBM). Further 
preferences for the said phosphoinositide-binding polypeptide of the 
invention, for example concerning phosphoinositide binding specificity, are 
as indicated above in relation to the phosphoinositide-binding polypeptide 
in relation to the screening/use aspects of the invention. 

It is not considered that a PI 4-kinase polypeptide (or recombinant 
polypeptide comprising a PH domain therefiom) as described in Stevenson 
et al (1998) J Biol Oiem 273, 22761-22767 is capable of binding to 
Ptdhis(3,4)P2, PtdLis3P, PtdIns4P and/or PtdIns(3,5)P2)but is not enable of 
bmding to PtdIns(3,4,5)P3. For the avoidance of doubt, tiie polypeptides 
described in Stevenson et al (1998) (ie PI 4 kinases and PH domains thereof 
from Arabidopsis, carrot, yeast STT4, rat, human PI4Ka and bovine brain 
PI4K200 are excluded from the polypeptides of the invention. These 
polypeptides are further not considered to comprise a PH domain which has 
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at least five of the six residues of a Putative PtdIns(3,4,5)P3 Binding Motif 
(PPBM). 

It is not considered that PLC5i is capable of binding to PtdIns(3,4)P2, 
PtdIns3P, PtdIns4P and/or PtdIns(3,5)P2) but is not capable of binding to 
Pbnns(3,4,5)P3- For the avoidance of doubt, PLC5i is excluded Jfrom the 
polypeptides of the invention. 

A polypeptide of the invention may be useful in accordance with the uses or 
screens of the preceding aspects of the invention, as indicated above. 
Examples of polypeptides of the invention include TAPP (for exaniqple 
TAPPl and TAPP2), PEPP (for example PEPPl, PEPP2 and PEPP3) and 
FAPP (for example FAPPl or FAPP2) and fragments, variants, derivatives 
or fusions thereof, or fusions of fragments, variants or derivatives, for 
example a fragment comprising a phosphoinositide-binding PH domain. It 
is preferred that the said fragment, variant, derivative or fusion retains the 
phosphoinositide binding properties of the polypeptide of the invention 
from which it is derived/derivable, as discussed further below. 

Centaurin-P2 and AtPHl or fragments, derivatives, variants or fusions 
either thereof, or fusions of such fragments, derivatives or variants, which 
retain the said phosphoinositide lipid binding properties may also be useful 
in accordance wifli the use and methods of the first aspect of the invention. 
Suitable fragments are described in Example 1. Typically a suitable 
fragment will comprise the PH domain (or a variant thereof) of centaurin-p2 
or AtPHl . Such fragments or fusions, derivatives or variante thereof (that 
are not full length AtPHl or centaurin-P2) are polypeptides of tiie mvention. 
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A further aspect of the invention provides a substantially pure polypeptide 
compdsiag the amino acid sequence 



MPYVDRQNRICGFLDIEENENSGKFLRRYFILDTREDSFVWYMDNPQNLP 
SGSSRVGAIKLTYISKVSDATKLRPKAEFCFVMNAGMRKYFLQANDQQDL 
VEWVNVLNKAIKITVPKQSDSQPNSDNLSRHGECGKKQVSYRTDIVGGVP 
I ITPTQKEEVNECGES I DRNNLKRSQSHLPYFTPKPPQDSAVIKAGYCVK 
QGAVMKNWKRRYFQLDENTIGYFKSELEKEPLRVIPLKEVHKVQECKQSD 
IMMRDNLFEIVTTSRTFYVQADSPEEMHSWIKAVSGAIVAQRGPGRSASS 
EHPPGPSESKHAFRPTNAAAATSHSTASRSNSLVSTFTMEKRGFYESLAK 
VKPGNFKVQTVSPREPASKVTEQM.LRPQSKNGPQEKDCDLVDLDDASLP 
VSDV 

(human TAPPl amino acid sequence; see also Accession No AF286160) 
or 

RGERE7UIRVWQADPEIPGARRTRRPEGRPRPM*RAPPEPRPLHGGG*CEQ 

SPGMPYVDRQNRICGFLDIEEHENSGKFLRRYFILDTQANCLLWYMDNPQ 
NLAMGAGAVGALQLTYISKVSIATPKQKPKTPFCFVINALSQRYFLQAND 
QKDMKDWVEALNQASKITVPKGGGLPMTTEVLKSLAAPPALEKKPQVAYK 
TEIIGGVWHTPISQNGGDGQEGSEPGSHTILRRSQSYIPTSGCRASTGP 
PLIKSGYCVKQGNVRKSWICRRFFALDDFTICYFKCEQDREPLRTIFFKDV 
LKTHECLVKSGDLLMRDNLFEIITSSRTFYVQADSPEDMHSWIKEIGAAV 
QALKCHP 

(partial human TAPP2 amino add sequence) 
or 



MPYVDRQNRICGFLDIEENENSGKFLRRYFILDTREDSFVWYMDNPQnnn 
nnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 
nMNAGMRKYFLQANDQQDLVEWVNVLNKAIKITVPKQSDSQPASDSLSRQ 
GDCGKKQVSYRTDIVGGVPIITPTQKEEVNECGESLDRNNLKRSQSHLPY 
FAPKPPSDSAVIKAGYCVKQGAVMKNWKRR YFQLDENT I GYFKSELEKE P 
LRVIPLKEVHKVQECKQSDIMMRDNLFEIVTTSRTFYVQADSPEEMHSWI 
KAVSGAIVAQRGPGRSSSSnnnnnnnnnnnnnnnnnnnnnnnnnnnnimn 



(partial mouse TAPPl amino acid sequence; the run of n's indicates a gap 
of unknown length) 
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or 



MPYVDRQNRICGFLDIEDNENSGKFLRRYFILDTQANCLLWYMDNPQNLA 
VGAGAVGSLQLTYI SKVS I ATPKQKPKTPFCFVINALSQRYFLQANDQKD 
LKDWVEALNQASKITVPKAGTVPLATEVLKNLTAPPTLEKKPQVAYKTEI 
IGGVWQTPISQNGGDGQEGCEPGTHAFLRRSQSYIPTSGCRPSTGPPLI 
KSGYCVKQGNVRKSWKRRFFALDDFTICYFKCEQDREPLRTIPLKDVLKT 
HECLVKSGDLLMRDNLFEIITTSRTFYVQADSPEDMHSWIEGIGAAVQAL 
KCHPREPSFSRSISLTRPGSSTLTSAPNSILSRRRPPAEEKRGLCKAPSV 
ASSWQPWTPVPQAEEKPLSVEHAPEDSLFMPNPGESTATGVLASSRVRHR 
SEPQHPKEKPFVFNLDDENIRTSDV 



(mouse TAPP2 amino add sequence; see also Accession No AF286161) 
or a variant, fi:agment, fusion or derivative thereof, or a fiision of a said 
variant, fragment, fusion or derivative thereof. 



Further TAPP polypeptides inchide the chicken TAPP2 sequence as given 
in Accession No AF302149. Human TAPP2 may have the sequence given 
in Accession No AF 286164, which is a fiagment of the sequence given 
above, as follows: 



MPYVDRQNRICGFLDIEEHENSGKFLRRYFILDTQANCLLWYMDNPQ 

NLAMGAGAVGALQLTYISKVSIATPKQKPKTPFCFVINALSQRYFLQAND 

QKDMKDWVEALNQASKITVPKGGGLPMTTEVLKSLAAPPALEKKPQVAYK 

TEIIGGVWHTPISQNGGDGQEGSEPGSHTILRRSQSYIPTSGCRASTGP 

PLIKSGYCVKQGNVRKSWKRRFFALDDFTICYFKCEQDREPLRTIFFKDV 

LKTHECLVKSGDLLMRDNLFEIITSSRTFYVQADSPEDMHSWIKEIGAAV 
QALKCHP 

A further aspect of the invention provides a substantially pure polypeptide 
comprising the amino acid sequence 

MEGSRPRSSLSLASSASTISSLSSLSPKKPTRAVNKIHAFGKRGNALRRD 
PNLPVHIRGWLHKQDSSGLRLWKRRWFVLSGHCLFYYKDSREESVLGSVL 
LPSYNIRPDGPGAPRGRRFTFTAEHPGMRTYVLAADTLEDLRGWLRALGR 
ASRAEGDDYGQPRSPARPQPGEGPGGPGGPPEVSRGEEGRISESPEVTRL 
SRGRGRPRLLTPSPTTDLHSGLCaiRRARSPDLFTPLSRPPSPLSLPRPRS 
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APARRPPAPSGDT 

(partial human PEPPl amino add sequence) 
or 

MEGSRPRSSLSLASSASTISSLSSLSPKKPTRAVNKIHAFGKRGNMiRRDP 
NLPVHIRGWLHKQDSSGLRLWKRRWFVLSGHCLFYYKDSREESVLGSVLLP 
SYNIRPDGPGAPRGRRFTFTAEHPGMRTYVLAADTLEDLRGWLRALGRASR 
AEGDDYGQPRSPARPQPGEGPGGPGGPPEVSRGEEGRISESPEVTRLSRGR 
GRPRLLTPS PTTDLHSGLQMRRARSPDLFTPLSRPPS PLSLPRPRSAPARR 
PPAPSGDTAPPARPHTPLSRIDVRPPLDWGPQRQTLSRPPTPRRGPPSEAG 
GGKPPRSPQHWSQEPRTQAHSGSPTYLQLPPRPPGTRASMVLLPGPPLEST 
FHQSLETDTLLTKLCGQDRLLRRLQEEIDQKQEEKEQLEAALELTRQQLGQ 
ATREAGAPGRAWGRQRLLQDRLVSVRATLCHLTQERERVWDTYSGLEQELG 
TLRETLEYLLHLGSPQDRVSAQQQLWMVEDTLAGLGGPQKPPPHTEPDSPS 
PVLQGEE S SERESLPESLELS S PRSPETDWGRPPGGDKDLAS PHLGLGS PR 
VSRASSPEGRHLPSPQLGTKAPVARPRMNAQEQLERMRRNQECGRPFPRPT 
SPRLLTLGRTLSPARRQPDVEQRPWGHSGAQKWLRSSGSWSSPRNTTPYL 
PTSEGHRERVLSLSQALATEASQWHRMMTGGNLDSQGDPLPGVPLPPSDPT 

RQETPPPRSPPVANSGSTGFSRRGSGRGGGPTPWGPAWDAGIAPPVLPQDE 
GAWPLRVTLLQSSL 

(human PEPPl amino add sequence; see jilso Accession No AY007233) 
or 

CKHPVTGQPSQDNCI FWNEQTVATMTSEEKKERPI SMINEASNYNVTSD 
YAVHPMSPVGRTSRASKKVHNFGKRSNSIKRNPNAPWRRGWLYKQDSTG 
MKLWKKRWFVLSDLCLFYYRDEKEEGILGSILLPSFQIALLTSEDHINRK 
YAFKAAHPNMRTYYFCTDTGKEMELWMKAMLDAALVQTEPVKRVDKITSE 
NAPTKETNNIPNHRVLIKPEIQNNQKNKEMSKIEEKKALEAEKYGFQKDG 
QDRPLTKINSVKLNSLPSEYESGSACPAQTVHYRPINLSSSENKIVNVSL 
ADLRGGNRPNTGPLYTEADRVIQRTNSMQQLEQWIKIQKGRGHEEETRGV 
ISYQTLPRNMPSHRAQIMARYPEGYRTLPRNSKTRPESICSVTPSTHDKT 
LGPGAEEKRRSMRDDTMWQLYEWQQRQFYNKQSTLPRHSTLSSPKTMVNI 

SDQTMHSIPTSPSHGSIAAYQGYSPQRTYRSEVSSPIQRGDVTIDRRHRA 
HHPKVK 

(partial human PEPP2 aouno add sequence) 
or 



MAADLNLEWISLPRSWTYGITRGGRVFFINEEAKSTTWLHPVTGEAWTG 
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HRRQSTDLPTGWEEAYTFKGARYYINHNERKVTCKHPVTGQPSQDNCIFV 

VNEQTVATMTSEEKKERPISMINEASNYNVTSDYAVHPMSPVGRTSRASK 

KVHNFGKRSNSIBOINPNAPWRRGWLYKQDSTGMKLWKKRWFVLSDLCLF 

YYRDEKEEGILGSILLPSFQIM.LTSEDHINRICYAFKAAHPNMRTYYFCT 

DTGKEMELWMKAMLDAALVQTEPVKRVDKITSENAPTKETNNIPNHRVLI 

KPEIQNNQKNKEMSKIEEKKALEAEKYGFQKDGQDRPLTKINSVKLNSLP 

SEYESGSACPAQTVHYRPINLSSSENKIVNVSLADLRGGNRPNTGPLYTE 

ADRVIQRTNSMQQLEQWIKIQKGRGHEEETRGVISYQTLPRNMPSHRAQI 

MARYPEGYRTLPRNSKTRPESICSVTPSTHDKTLGPGAEEKRRSMRDDTM 

WQLYEWQQRQFYNKQSTLPRHSTLSSPKTMVNISDQTMHSIPTSPSHGSI 

AAYQGYSPQRTYRSEVSSPIQRGDVTIDRRHRAHHPKHVYVPDRRSVPAG 

LTLQSVSPQSLQGKTLSQDBGRGTLYKYRPEEVDIDAKLSRLCEQDKWH 

ALEEKLQQLHKEKYTLEQALLSASQEIEMHADNPAAIQTWLQRDDLQNG 

LLSTCRELSRATAELERAWREYDKLEYDVTVTRNQMQEQLDHLGEVQTES 

AGIQRAQIQKELWRIQDVMEGLSKHKQQRGTTEIGMIGSKPFSTVKYKNE 

GPDYRLYKSEPELTTVAEVDESNGEEKSEPVSEIETSWKGSHFPVGWP 

PR/yCSPTPESSTIASYVTLRKTKKMMDLRTERPRSAVEQLCLAESTRPRM 

TVEEQMERIRRHQQACLREKKKGLNVIGASDQSPLQSPSNLRDNPFRTTQ 

TRRRDDKELDTAIRENDVKPDHETPATEIVQLKETEPQNVDFSKELKKTE 

NISYEMLFEPEPNGVNSVEMMDKERNKDKMPEDVTFSPQDETQTANHKPE 

EHPEENTKNSVDEQEETVISYESTPEVSRGNQTMAVKSLSPSPESSASPV 

PSTQPQLTEGSHFMCV 

(alternative human PEPP2 sequence; possibly a splice variant with a longer 

C-tenninal region; see also Accession No AF302150) 

or 



MSNKTGGKRPATTNSDIPNHNMVSEVPPERPSVRATRTARKAIAFGKRSH 
SMKRNPNAPVTKAGWLFKQASSGVKQWNKRWFVLVDRCLFYYKDEKEESI 
LGSIPLLSFRVAAVQPSDNISRKHTFKAEHAGVRTYFFSAESPEEQEAWI 
QAMGEAARVQIPPAQKSVPQAVRHSHEKPDSENVPPSKHHQQPPHNSLPK 
PEPEAKTRGEGDGRGCEKAERRPERPEVKKEPPVKANGLPAGPEPASEPG 
SPYPEGPRVPGGGEQPAQPNGWQYHSPSRPGSTAFPSQDGETGGHRRSFP 
PRTNPDKIAQRKSSMNQLQQWVNLRRGVPPPEDLRSPSRFYPVSRRVPEY 
YGPYSSQYPDDYQYYPPGVRPESICSMPAYDRISPPWALEDKRHAFRNGG 
GPAYQLREWKEPASYGRQDATVWIPSPSRQPVYYDELDAASSSLRRLSLQ 
PRSHSVPRSPSQGSYSRARIYSPVRSPSARFERLPPRSEDIYADPAAYVM 
RRSISSPKVPPYPEVFRDSLHTYKLNEQDTDKLLGKLCEQNKWREQDRL 
VQQLRAEKESLESALMGTHQELEMFGSQPAYPEKLRHKKDSLQNQLINIR 
VELSQATTALTNSTIEYEHLESEVSALHDDLWEQLNLDTQNEVLNRQIQK 
EIWRIQDVMEGLRKNNPSRGTDTAKHRGGLGPSATYSSNSPASPLSSASL 
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TSPLSPFSLVSGSQGSPTKPGSNEPKANYEQSKKDPHQTLPLDTPRDISL 
VPTRQEVEAEKQAALNKVGWPPRTKSPTDDEVTPSAWRRNASGLTNGL 
SSQERPKSAVFPGEGKVKMSVEEQIDRMRRHQSGSMKEKRRSLQLPASPA 
PDPSPRPAYKWRRHRSIHEVDISNLEAALRAEEPGGHAYETPREEIARL 
RKMELEPQHYDVDINKELSTPDKVLIPERYIDLEPDTPLSPEELKEKQKK 
VERIKTLIAKSSMQNWPIGEGDSVDVPQDSESQLQEQEIO^IEISCALAT 
EASRRGRMLSVQCATPSPPTSPASPAPPANPLSSESPRGADSSYTMRV 

(human PEPP3 amino acid sequence) 

or a variant, fragment, fusion or derivative thereof, or a fusion of a said 
variant fragment, fusion or derivative thereof. 



A further aspect of the invention provides a substantially pure polypeptide 
conqtrising the amino add sequence 

MEGVLYKWTNYLTGWQPRWFVLDNGILSYYDSQDDVCKGSKGSIKMAVCE 
IKVHSADNTRMELI I PGEQHFYMKAVNAAERQRWLVALGSSKACLTDTRT 
KKEKEISETSESLKTKMSELRLYCDLLMQQVHTIQEFVHHDENHSSPSAE 
NMNEASSLLSATCNTFITTLEECVKIANAKFKPEMFQLHHPDPLVSPVSP 
SPVQMMKRSVSHPGSCSSERSSHSIKEPVSTLHRLSQRRRRTYSDTDSCS 
DIPLEDPDRPVHCSKNTLNGDLASATIPEESRLTAKKQSESEDTLPSFSS 

(human FAPPl amino acid sequence; see also Accession No AF286162) 
or 



MEGVLYKWTNYLTGWQPRWFVLDNGILSYYDSQDDVCKGSKGSIKMAVCE 
IKVHSADNTRMELIIPGEQHFYMKAVNAAERQRWLVALGSSKACLTDTRT 
KKEKEISETSESLKTKMSELRLYCDLLMQQVHTIQEFVHHDENHSSPSAE 
NMNEASSLLSATCNTFITTLEECVKIANAKFKPEMFQLHHPDPLVSPVSP 
SPVQMMKRSVSHPGSCSSERSSHSIKEPVSTLHRLSQRRRRTYSDTDSCS 
DIPLEDPDRPVHCSKNTLNGDLASATIPEESRLTAKKQSESEDTLPSFSS 

(mouse FAPPl amino acid sequence; see also Accession No AF286163) 
or 

MEGVLYKWTNYLSGWQPRWFLLCGGILSYYDSPEDAWKGCKGSIQMAVCE 
IQVHSVDNTRMDLI I PGEQYFYLKARSVAERQRWLVALGSAKACLTDSRT 
QKEKEFAENTENLKTKMSELRLYCDLLVQQVDKTKEVTTTGVSNSEEGID 
VGTLLKSTCNTFLKTLEECMQIANAAFTSELLYHTPPGSPQLAMLKSSKM 
KHPIIPIHNSLERQTELSTCENGSLNMEINGEEEILMKNKNSLYLKSAEI 
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DCSISSEENTDDNITVQGEIMKEDRMENLKNHDNNLSQSGSDSSCSPECL 

WEEGKEVIPTFFSTMNTSFSDIELLEDSGIPTEAFLASCCAWPVLDKLG 

PTVFAPVKMDLVENIKKVNQKYITNKEEFTTLQKIVLHEVEADVAQVRNS 

ATEALLWLKRGLKFLKGFLTEVKNGEKDIQTALNNAYGPCTLRQHHGWWR 

GVFALALRATPSYEDFVAALTVKEGDHRKEAFSIGMQRDLSLYLPAMKKQ 
MAILDAL* 

(human FAPP2 amino acid sequence; see also Accession No AF380162) 
or a "miant, fragment, fusion or derivative hereof, or a fusion of a said 
variant fragment, &sion or derivative thereof. 

A further aspect of the invention provides a substantially pure polypeptide 
comprising the amino acid sequence 

DVRAMLRGSRLRKIRSRTWHKERLYRLQED 
or 

FEGTLYKRGALLKGWKPRWFVLNVT (PH30) 
or 

RPGLRALKKMGLTEDEDEDVRAMLRGSRLRKIRSRTWHKERLYRLQEDGL 
SVWFQRRIPRAPSQHIFFVQHIEAVREGHQSEGLRRFGGAFAPARCLTIA 
FKGRRKNLDLAAPTAEEAQRWVRGLTKLRARLDAMSQRERLDHWIHSYLH 
RADSNQDSKMSFKEIKSLLRILV 

(PH83) 
or 

KEGNLKKKGGGEGGRl^JWTVRWFiCLKND 
{Pictyostelium PH domain polypeptide) 

or a variant, fragment, fusion or derivative thereof or a fiision of a said 
variant, fragment, fiision or derivative Aereof It is preferred that the 
polypq>tide comprises a PH domain, still more preferably a PH domain that 
has at least five of the six residues of a Putative PtdIns(3,4,5)P3 Binding 
Motif (PPBM). Still more preferably, flie PH domain is capable of binding 
to a phosphoinositide. 
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Standard lUPAC one and fhree letter codes are used for amino acid 
sequences used in the specification, and the amino acid sequences are listed 
N-terminal to C-terminal as is conventional. 

■ 

5 By "substantially pure'' we mean that the said polypeptide is substantially 
tree of other proteins. Thus, we include any composition that includes at 
least 30% of the protein content by weight as the said polypeptide, 
preferably at least 50%, more preferably at least 70%, still more preferably 
at least 90% and most preferably at least 95% of the protein content is tlie 
10 said polypeptide. 

Thus, the invention also includes compositions comprising the said 
polypeptide and a contaminant wherein the contaminant comprises less than 
70% of the conq)osition by weighs preferably less than 50% of the 
15 composition, more preferably less than 30% of the conqposition, still more 
preferably less than 10% of the composition and most preferably less than 
5% of the composition by weight 

The invention also includes the substantially pure said polypeptide when 
20 combined with other compon^its ex vivo, said other components not being 
all of the conq>onents found in the cell in which said polypeptide is found. 
As is described below, the polypeptides of the invention can be produced 
using recombinant DNA technology. 

25 Variants (whether naturally-occurring or otherwise) may be made using the 
methods of protein engineering and site-directed mutagenesis well known in 
the art using the recombinant polynucleotides described below. 
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By "j&agment of said polypeptide" we include any fragment which retains 
activity or which is useful in some other way, for example, for use in raising 
antibodies or in a binding or other assay, or which fragment may have other 
fiinctions as described in more detail below. Preferred fragments of TAPP 
are discussed further below. 

By "fusion of said polypeptide" we include said polypeptide fosed to any 
other polypeptide. For example, the said polypeptide may be fiised to a 
polypeptide such as glutathione-S-transferase (GST) or protem A in order to 
facilitate purification of said polypeptide. Examples of such fusions are 
well known to those skilled in the art Similarly, the said polypeptide may 
be fused to an oligo-histidine tag such as His6 or to an epitope recognised 
by an antibody such as the well known Myc tag epitope. Fusions to any 
variant^ fragment or derivative of said polypeptide are also included in the 
scope of the invention. It will be appreciated that fusions (or variants, 
fragments, derivatives or fiisions thereof) which retain desirable properties, 
such as binding properties (for example, the ability to bind to a particular 
phosphoinositide or interacting polypeptide) or the ability to change sub- 
cellular location in response to stress, insulin or growth factor signalling (in 
an intact cell) or other biological functions, of the said polypeptide (for 
exaniple TAPP, PEPP or FAPP) are particularly preferred. It is also 
particulaily preferred if tiie fusions are one which are suitable for use in the 
screening assays described earlier. 

It will be appreciated that fusions which retain desirable properties, such as 
blading properties or other biological fimctions, of the said polypeptide are 
particularly preferred. It is also particularly preferred if the fusions are one 
which are suitable for use in the screening assays described above. It wiU 
be appreciated fliat before the present invention, no requnement for 
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producing any of the said polypeptides, or for variants or fusions or 
derivatives thereof, had not been appreciated in the art since their 
involvement in phosphoinositide signalling was not known. In particular it 
was not appreciated that the said polypeptides and variants and fusions 
5 thereof would be useful in screening methods for drugs and drag-like 
compounds. 

By 'Variants" of the polypeptide we include insertions, deletions and 
substitutions, eitiher conservative or non-conservative. In particular we 

10 include variants of the polypeptide where such changes do not substantially 
alter the activity of the said polypeptide. In particular we taclnde variants of 
the polypeptide where such changes do not substantially alter the activity, 
for example the binding activity (for example to a phosphoinositide) of the 
said polypeptide. Variants of the said polypeptides do not inchide 

15 polypeptides which have the amino acid sequence of known polypeptides 
comprising a PH domain. 

It will be appreciated that a variant that comprises substantially all of the 
sequence shown above (for example substantially full-length TAPP, PEPP 
20 or FAPP) may be particularly useful. By "substantially all" is meant at least 
80%, preferably 90%, still more preferably 95%, 98% or 100% (ie all) of 
the said sequence. By "substantially fuU-lengtii" is meant comprising at 
least 80%, preferably 90%, still more preferably 95%, 98% or 100% (ie all) 
of the sequence of Ifae fiiU length polypq)tide. 

25 

By "conservative substitutions" is intended combinations such as Gly, Ala; 
Val, Be, Leu; Asp, Glu; Asn, Ghi; Ser, Thr; Lys, Aig; and Phe, Tyr. 
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It is particularly preferred if the polypeptidb variant has an amino acid 
sequence which has at least 65% identity wilh either amino acid sequence 
given above, more preferably at least 75%, still more preferably at least 
90%, yet more preferably at least 95%, and most prefCTably at least 98% or 
5 99% identity with the appropriate amino acid sequence given above, most 
preferably with the amino acid sequence given above for human TAPP, 
PEPPorFAPP. 

It is particularly preferred if the polypeptide variant has an amino acid 
10 sequence which has at least 90% identity with the amino acid sequence 
given above, more preferably at least 92%, still more preferably at least 
95%, yet more preferably at least 96%, and most preferably at least 98% or 
99% identity with the amino acid sequence given above. 

15 The percent sequence identity between two polypeptides may be determined 
using suitable computer programs, for exantple the GAP program of the 
University of Wisconsin Genetic Computing Qrotjp and it will be 
appreciated that percent identity is calculated in relation to polypeptides 
whose sequences have been aligned optimally. 

20 

The alignment may alternatively be carried out using the Clustal W program 
(Thompson, J.D., Higgms, D.G. and Gibson, T.J. (1994), Chistal-W - 
inqttoving tiie sensitivity of progressive multiple sequence alignment 
througji sequence weighting, position specific gap penalties and weight 
25 matrix choice. Nt4c. Acid Res. 22, 4673-4680). 



The parameters used may be as follows: 
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Fast pairwise alignment parameters: K-tiq)le(word) size; 1, window size; 5, 
gap penalty; 3, number of top diagonals; 5. Scoring method: x percent 

Multiple alignment parameters: gap open penalty; 10, gap extension 
5 penalty; 0.05, 

Scoring matrix: BLOSUM. 

•fragments" and 'Variants** also include those which are useful to prepare 
10 antibodies which will specifically bind the said polypeptide or mutant forms 
thereof lacking the function of the native polypeptide. Such variants and 
fiagments will usually include at least one region of at least five consecutive 
amino adds which has at least 90% homology with the most homologous five 
or more consecutive amino adds region of the said polypeptide (ie when 
15 comparing forms of the polypeptide fix>m different spedes), A fiagment is 
less than 1 00% of the whole polypeptide. 

The following peptides may be useful as TAPPl (particularly human TAPPl) 
immunogens: YVDRQNRICGFLDffiENENSGK (this one would also be 
20 expected to recognise TAPP2) and RYTSRAGECSTYVGSHANVPS. 

The following peptides may be usefid as TAPP2 (particularly mouse 
TAPP2) immunogens: RVRHRSEPQHPKEKPFVFNL and 
KRGLCKAPSVASSWQPWTPVKK. 

25 

The amino acid sequences of TAPPl and TAPP2 are most dissimilar in the 
C-terminal region (excluding the extreme C-terminus), as is apparent fixjm 
Figure 3A. Accordingly, a peptide with a sequence derived from the less- 
conserved C-terminal region of TAPPl or TAPP2 may be useful in 
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preparing antibodies that are specific for TAPPl or TAPP2, respectively. A 
peptide witii a sequence derived from the more conserved N-terminal region 
of TAPP1/TAPP2 may be useM in preparing antibodies tiiat react with both 
TAPPl and TAPP2. 

5 

It will be recognised by those skilled in the art that the polypeptide of die 
invmtion may be modified by known polypeptide modification techniqaes. 
These include tiie techniques disclosed in US Patent No 4^02,386 issued 24 
November 1981 to Stevens, incorporated herein by reference. Such 

10 modifications may enhance the immunogenicity of the antigen^ or they may 
have no efifect on such immunogenicity. For example, a few amino acid 
residues may be changed Alternatively, tiie antigen of the invention may 
contain one or more amino add sequences fliat are not necessary to its 
immunogenicity. Unwanted sequences can be removed by techniques well 

IS known in the art For example, tiie sequences can be removed via limited 
proteolytic digestion using enzymes such as tcypsm or papain or related 
proteolytic enzymes. 

Alternatively, smaller polypeptides corresponding to antigenic parts of the 
20 polypeptide may be chemically synthesised by methods well known in the art 
These include the mefliods disclosed in US Patent No 4,290,944 issued 22 
Sq)tember 198 1 to Goldberg, incorporated herein by reference. 

Thus, the polypeptide of flie invention includes a class of modified 
25 polypeptides, includmg syntiietically derived polypeptides or fragments of the 
original polypeptide, having common elements of origm, structure, and 
inmiunogenicity that are within the scope of the present invention. 

An additional embodiment of this aspect of the invention relates to a peptide 
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or polypq)tide which has the amino acid sequence of an epitope-bearing 
portion of a polypeptide of the invention, ie having an andno add sequence 
described above. Such peptides or polypeptides include portions of a 
polypeptide of the invention with at least six or seven, preferably at least 
5 nine, and more preferably at least about 30 amino acids to about 50 amino 
acids, although epitope-bearing polypeptides of any length up to and 
including the complete amino acid sequence of a polypeptide of the 
invention described above also are included in the invention. 

10 A particular embodiment of the invention provides a substantially pure 
TAPP polypeptide which consists of the amino acid sequence indicated 
above for himian or mouse TAPPl or TAPP2 or naturally occurring allelic 
variants thereof 

15 A preferred fiagment of tiie TAPP polypeptide of the invention comprises 
the amino acid sequence of amino acids 1 to 147 of any of the given TAPP 
amino acid sequences, preferably of the given amino acid sequence for 
human TAPPL This fragment comprises the N-terminal PH domain of 
TAPP, It is further preferred that the fragment does not comprise the amino 

20 acid sequence of about amino adds 190 to about 290 of the given amino 
add sequrace of TAPP. This fiagment comprises the N-terminal PH 
domain of TAPPl and does not comprise the C-teiminal PH domain of 
TAPPl. 



25 A further preferred fragment of the polypeptide of the invention comprises 
the amino acid sequence of amino acids 95 to 404 of any of the given TAPP 
amino add sequences, preferably of the given amino acid sequence for 
human TAPPl. This fi:agment comprises the C-tenninal PH domain of 
TAPPl. It is fiirther preferred that the fragment does not comprise the 
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amino acid sequeoce of about amino acids 10 to 111 of tiie given amino 
acid sequence. This fragment con^rises the C-teraiinal PH domain of 
TAPPl and does not comprise the entire N*terminal domain of TAPPl. 

5 A particular embodiment of the invention provides a substantially pure 
PEPP polypeptide which consists of the amino acid sequence indicated 
above for human or mouse PEPPl, PEPP2 or PEPP3 or naturally occurring 
allelic (including splice) variants thereof. 

10 A particular embodiment of the invention provides a substantially pure 
FAPP polypeptide which consists of the amino acid sequence indicated 
above for human or mouse FAPPl or FAPP2 or naturally occurring allelic 
variants thereof. 

15 Further preferred fragments of TAPP, PEPP and FAPP (for example 
fragments comprising PH domains) are discussed in Example 1, for 
example in the section relation to cloning of PH domains and in Figure 1 . 

Preferred fusions of these fragments include fusions as described in 
20 Example 1, for example fusions in which the said fragment has an N- 
terminal GST tag followed by a myc epitope tag or a FLAG 
(DYBODDDDK) epitope tag fused to the N-temiinus of the said fragment 

A variant of the TAPP polypeptide of the invention which may be usefid is 
25 a variant (or fragment, derivative or fusion of such a variant) wherein the 
residue equivalent to Arg212 of the given human TAPPl amino acid 
sequence is mutated, for example to a leucine residue. Such a variant may 
be less able or unable to bind to PtdIns(3,4)P2 (or other phosphoinositide), 
as described in Example 1. 
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Other variants of the polypeptide of the invention which may be useful are 
variants (or fragments, derivatives or fusions of such a variant) wherein the 
residue equivalent to any of the lysine or arginine residues of the PPBP is 
5 mutated to an acidic residue, for example glutamate or to a large 
hydrophobic residue, for example methionine. Such a variant may be less 
able or unable to bind to a phosphoinositide, as described in Example L 

It win be appreciated that such fragments and variants may be usefril in 
10 screening assays, medicine and/or in investigating the involvement of TAP? 
or other polypeptide of the invention in normal and diseased cells. 

Thus, for example, it will be q>preciated that a fragment of TAPP 
comprising the N-temunal (putative protein-binding) PH domain but not the 

15 C-terminal (phosphoinositide-binding) PH domain or a fragment of TAPP 
comprising flie N-temiinal PH domain but not the C-t^rminal PH domain 
may be c^ble of acting as an inhibitor, for example a dominant-negative 
inhibitor, of signalling via a signalling pathway in which TAPP may be 
involved, as discussed fiirther below, for exanqple signalling via an integrin 

20 receptor or a growth factor receptor. A variant of TAPP in which any of the . 
conserved Lys/Axg sites in the PPBM is replaced with an acidic or 
hydrophobic residue, for example leucine, may act as a dominant negative 
mutant, which may bind to interacting polypeptides (for example via the N- 
temiinal PH domain) but not to the phosphoinositide. Thus, such a 

25 fragment may be useful, for example, as an anti-cancer agent or in the 
promotion of apoptosis. Promotion of apoptosis may be beneficial in the 
resolution of inflammation. Inhibition of TAPP activity may inhibit platelet 
activation, which may be useful in reducing or preventing thrombosis. This 
may be important in patients at risk of thrombosis (for example obese 
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patirats or those with a history of &rombosis) and/or before, during or after 
surgery. 

Over-expression of a substantially foil-length native said polypeptide, for 
5 example a TAPP, PEPP or FAPP polypqjtide may be useful in increasing 
signalling in which the said polypeptide is involved and therefore may also 
be usefol in the treatment of diabetes or defects of glycogen regulation. It 
may also be usefol in reducing ^optosis; thus, it may be usefol in treating a 
patient in need of protection against apoptosis. Reducing £q>optosis may be 
10 usefol following ischaemic injury, for example stroke or myocardial 
infarction, and in tissue repair. It may also be usefol in the treatment of 
patient before, after or during heart surgery. 

It will be £q)preciated that a fosion of a polypeptide, variant or fragment of 
15 the invention wherein the fosion comprises a GST and/or FLAG or myc 
epitope portion may be particularly usefol. For example, a GST tag may be 
usefol in purifying or detecting the fosion protein, as described in Example 
1, for example in detecting the interaction between the fosion protein and a 
phosphoUpid, 

20 

It is particulariy preferred, although not essential, that the variant or 
fragment or derivative or fosion of the said polypeptide, or the fosion of the 
variant or fragment or derivative has at least 30% of foe PtdIns(3,4)P2, 
PtdlnsBP, PtdIns4P or PtdIns(3,5)P2binding affinity of flie said polypeptide, 
25 for example TAPP, PEPP or FAPP, but is not capable of binding to 
PtdIns(3,4,5)P3. It is more preferred if the variant or fragment or derivative 
or fosion of the said polypeptide, or the fosion of the variant or fragment or 
derivative has at least 50%, preferably at least 70% and more preferably at 
least 90% of foe phosphoinositide binding activity of foe said polypeptide. 
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for example TAPP, PEPP or FAPP. However, it will be appreciated that 
variants or fusions or derivatives or fragments which are devoid of one or 
more binding activities as set out above may nevertheless be useful, for 
example as described above or by intemcting with another polypeptide, or 
5 as antigens in raising antibodies. Methods ofmeasuring the binding aj95nity 
with phosphoinositides are described, for exanq)le, in Example 1 below. 
Methods ofmeasuring protein-protein interactions are well known to those 
skilled in the art and are discussed above. 

10 By '^residue equivalent to*' a particular residue, for example the residue 
equivalent to Aig212 of human TAPPl, is included the meaning fliat the 
amino acid residue occupies a position in the native two or three 
dimensional stracture of a polypeptide corresponding to the position 
occupied by the said particular residue, for example Arg212, in the native 

15 two or toee dimensional stracture of full-lengtb human TAPPl. 

The residue equivalent to a particular residue, for example Aig212 of full- 
length human TAPPl, may be identified by alignment of the sequence of 
the polypeptide wifli tiiat of fiilUength human TAPPl in such a way as to 

20 maximise the match between the sequences. The alignment may be carried 
out by visual inspection and/or by the use of suitable computer programs, 
for 6xanq)le flie GAP program of the University of Wisconsin Genetic 
Conq)uting Group, which will also allow the percent identity of the 
polypeptides to be calculated, or using the Align program (Pearson (1994) 

25 in: Methods in Molecular Biology, Computer Analysis of Sequence Data, 
Part n (Griffin, AM and GrifiBn, HG eds) pp 365-389, Humana Press, 
Clifton), Thus, residues identified in this manner are also "equivalent 
residues*'. 
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It will be appreciated that in the case of truncated fonns of human TAPPl 
or in forms where simple replacements of amino acids have occurred it is 
&cile to identify the "equivalent residue". 

Peptides may be synthesised by the Fmoc-polyamide mode of solid-phase 
peptide synthesis as disclosed by Lu et al (1981) J. Org. Chem, 46, 3433 and 
references therein. Teaq)oraiy N-amino group protection is afforded by the 9- 
fluorenylmethyloxycaibonyl (Fmoc) gronp. Repetitive cleavage of this highly 
base-labile protecting groiq) is effected using 20% piperidine in N,N- 
dimethylformamide. Side-chain functionalities may be protected as flieir 
butyl ethers (in the case of serine threonine and tyrosine), butyl esters (in the 
case of glutamic acid and aspartic acid), butyloxycaibonyl derivative (in the 
case of lysine and histidine), trityl derivative (in the case of cysteme) and 4- 
metfao:xy-2,3,6-trimelfayIbenzeQesulphonyl derivative (in tiie case of aiginine). 
Wh^ glutamiue or asparagine are C-terminal residues, use is made of the 
4,4'-dimethoxybenzhydiyl gjcoup for protection of the side chain amido 
fimctionalities. The solid-phase support is based on a polydimethyl- 
acrylamide polymer constituted from the three monomers dimethylacrylainide 
(backbone-monomer), bisacryloylethylene diamine (cross linker) and 
acryloylsarcosine methyl ester (fimctionalisiEig agent). The peptide-to-resin 
cleavable linked agent used is flie acid-labile 4-hydroxymethyl-phenoxyacetic 
acid derivative. All amino add derivatives are added as then- preformed 
symmetrical anhydride derivatives wifli the exception of asparagme and 
glutaimne, which are added using a reversed NJ^-dicyclohexyl- 
carbodiimide/l-hydroxybenzotriazole mediated coupling procedure. All 
coiq)ling and dq)rotection reactions are monitored using ninhydrin, 
trinitrobenzene sulphonic acid or isotin test procedures. Upon completion of 
syntiiesis, peptides are cleaved from the resin support with concomitant 
removal of side-chain protecting groups by treatment with 95% trifluoroacetic 
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acid cQntaining a 50% scavenger mix. Scavengers conmionly used ate 
ethanedifhiol, phenol, anisole and water, the exact choice depending on the 
constituent amino acids of &e pqrtide being synthesised. Trifluoroacetic add 
is removed by evaporation in vacuo, with subsequent trituration with diethyl 
ether affording the crude peptide. Any scavengers present are removed by a 
simple extraction procedure which on lyophilisation of the aqueous phase 
affords the erode peptide free of scavengers. Reagents for peptide syndesis 
are generally available from Calbiochem-Novabiochem (UK) Ltd, 
Nottingham NG7 2QJ, UK. Purification may be effected by any one, or a 
combination of, techniques such as size exclusion chromatography, ion- 
exchange chromatogr^hy and (principally) reverse-phase high performance 
Uquid chromatography. Analysis of pq)tides may be carried out using thin 
layer chromatogrq)hy, reverse-phase high perfomiance liquid 
chromatogmphy, amino-add analysis after add hydrolysis and by fest atom 
bombardment (FAB) mass spectrometric analysis. 

A further aspect of the invention provides a recombinant polynucleotide 
encoding a phosphoinositide-binding polypeptide of the invention, ie a 
polypeptide capable of binding to PtdIns(3,4)P2, PtdlnsSP, PtdIns4P or 
PtdIns(3,5)P2 hut not capable of binding to PtdIns(3,4,5)P3, wherein the 
polypeptide is not centaimn-P2 or AtPHl[19], or ^coding a variant or 
fragment or derivative or fusion of said polypeptide or a fusion of a said 
variant or fragment or derivative. Preferences and exclusions for the said 
polynucleotide variant are the same as in tiie first aspect of the invention, 
except that the following Expressed Sequence Tags (ESTs) are also 
excluded: ESTs listed in Table 3 or m Example 1; AA762924 (mouse 
TAPPl); T04439 (AtPHl bom Arabidopsis thaliana); AA967911 (mouse 
centaurin-p2). The following are also excluded: AI739438; BE303674; 
F23241; KIAA0969 (PEPP3). 
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All ESTs are identified by the Genbank accession number, as described in 
Example L 

A further aspect of the invention provides a recombinant polynucleotide 
suitable for expressing a said phosphoinositide-binding protein of the 
invention or suitable for repressing a variant or firagment or derivative of 
fusion of said polypeptide or a fiision of a said variant or fiagment or 
derivative. Preferences and exclusions for flie said polynucleotide variant 
ate equivalent to those in relation to &e said phosphoinositide-binding 
polypeptide of the invention. 

By "suitable for expressing*' is meant that the polynucleotide is a 
polynucleotide that may be translated to form the polypeptide, for example 
RNA, or that Ihe polynucleotide (which is preferably DNA) encoding the 
polypeptide of the invention is inserted into an expression vector, such as a 
plasmid, in proper orientation and correct reading firame for expression. 
The polynucleotide may be linked to the appropriate transcriptional and 
translational regulatory control nucleotide sequences recognised by any 
desired host; such controls may be incorporated in the expression vector. 

It is not considered that the ESTs listed above are a polynucleotide as 
defined above; however, for the avoidance of doubt, tiie ESTs excluded 
above are fiuiiher excluded fiom this aspect of the invention. 

A fiirtiier aspect of the invention is a replicable vector suitable for 
expressing a polypeptide as defined in the first aspect of the invention or 
suitable for expressing a variant or firagment or derivative of fusion of said 
polypeptide or a fusion of a said variant or firagment or derivative. 
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Preferences and exclusions for the said polynucleotide variant are 
equivalent to those in relation to the phosphoinositide-binding polypeptide 
of the invention. For example, the replicable vector may be suitable for 
expressing a fiision of the said phosphoinositide-binding polypeptide, in 
5 particular a GST fusion. 

A further aspect of the invention is a polynucleotide encoding a fusion of 
the said phosphoinositide-binding polypeptide of the invention, or a fusion 
of a variant or fragment or derivative, in particular a GST fiision. A still 

10 further aspect is a vector suitable for replication in a eukaryotic, preferably 
mammalian, cell, comprising a polynucleotide encoding the polypeptide, or 
a variant or fragment or derivative or a fusion of the polypeptide, as defined 
in the first aspect of the invention, or a fusion of a variant or fragment or 
derivative, in particular a GST fusion. Any of the EST clones listed above 

15 as excluded &om the polynucleotide of the invention which are vectors 
which may be suitable for replication in a mammalian/eukaryotic cell are 
excluded from Ibis aspect of the invention. 

CharactCTistics of vectors suitable for replication in mammalian/eukaryotic 
20 cells are well known to those skilled in the art It will be appreciated that a 
vector may be suitable for replication in both prokaryotic and eukaryotic 
cells. 

In one preferred embodiiiiCTt the polynucleotide comprises the nucleotide 
25 sequence: 

TTTGGTGCAGTTTAGCATGTTCCTCTGTGTTCTGCATCTCCTGTAGTGTA 
ATGTTCAAGCTCAGAAATGCCTTATGTGGATCGTCAGAATCGCATTTGTG 
GTTTTCTAGACATTGAAGAAAATGAAAACAGTGGGAAATTTCTTCGAAGG 
30 TACTTCATACTGGATACCAGAGAAGATAGTTTCGTGTGGTACATGGATAA 
TCCACAGAACCTACCTTCTGGATCATCACGTGTTGGAGCCATTAAGCTTA 
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CCTACATTTCAAAGGTTAGCGATGCTACTAAGCTAAGGCCAAAGGCGGAG 
TTCTGTTTTGTTATGAATGCAGGAATGAGGAAGTACTTCCTACAAGCCAA 
TGATCAGCAGGACCTAGTGGAATGGGTAAATGTGTTAAACAAAGCTATAA 
AAATTACAGTACCAAAGCAGTCAGACTCACAGCCTAATTCTGATAACCTA 
5 AGTCGCCATGGTGAATGTGGGAAAAAGCAAGTGTCTTACAGZ^CTGATAT 
TGTTGGTGGCGTACCCATCATTACTCCCACTCAGAAAGAAGAAGTAAATG 
AATGTGGTGAAAGTATTGACAGAAATAATCTGAAACGGTCACAAAGCCAT 
CTTCCTTACTTTACTCCTAAACCACCTCAAGATAGTGCGGTTATCAAAGC 
TGGATATTGTGTAAAACAAGGAGCAGTGATGAAAAACTGGAAGAGAAGAT 

10 ATTTTCAATTGGATGAAAACACAATAGGCTACTTCAAATCTGAACTGGAA 
AAGGAACCTCTTCGCGTAATACCACTTAAAGAGGTTCATAAAGTCCAGGA 
ATGTAAGCAAAGCGACATAATGATGAGGGACAACCTCTTTGAAATTGTAA 
CAACGTCTCGAACTTTCTATGTGCAGGCTGATAGCCCTGAAGAGATGCAC 
AGTTGGATTAAAGCAGTCTCTGGCGCCATTGTAGCACAGCGGGGTCCCGG 

15 CAGATCTGCGTCTTCTGAGCATCCCCCCGGTCCTTCAGAATCCAAACACG 
CTTTCCGTCCTACCT^CGCAGCCGCCGCCACCTCACATTCCACAGCCTCT 
CGCAGCAACTCTTTGGTCTCAACCTTTACCATGGAGAAGCGAGGATTTTA 
CGAGTCTCTTGCCAAGGTCAAGCCAGGGAACTTCAAGGTCCAGACTGTCT 
CTCCAAGAGAACCAGCTTCCAAAGTGACTGAACAAGCTCTGTTAAGACCT 

20 CAAAGTAAAAATGGCCCTCAGGAAAAAGATTGTGACCTAGTAGACTTGGA 
CGATGCGAGCCTTCCGGTCAGTGACGTGTGAGGCAGAAGCGCACGGAGCC 
TGCCTGCCTCTGCCGTCCTCAGTTACCTTTCATGAGGCTTCTAGCCAAAG 
ATGATAAAGGGGGAAATGGTTTTTAGTGCGTATATTATACTGCCTCTTAG 
GTGTACTCTT 

25 

(human TAPPl) 
or 



30 CGAGGGGAGCGAGAGGCGCGGAGAGTTTGGCAGGCAGACCCAGAAATCCC 
TGGAGCGCGGCGGACCCGGCGGCCGGAGGGGCGACCCCGCCCGATGTAac 
GCGCCCCGCCCGAGCCCCGGCCCCTGCaCGGGGGGGGGTGATGTGAGCAG 
AGCCCAGGAATGCCTTATGTGGATCGGCAGAACCGAATCTGTGGGTTTCT 
GGACATCGAGGAGCATGAGAACAGCGGCAAGTTTCTGCGGAGGTACTTCA 

35 TTCTGGACACCCAGGCTAACTGCCTCCTCTGGTATATGGACAACCCCCAG 
AATCTGGCAATGGGGGCAGGAGCTGTTGGAGCTTTGCAGCTGACCTACAT 
CTCGAAGGTGAGCATAGCTACCCCAAAACAGAAACCAAAAACTCCATTTT 
GCTTTGTTATCAATGCCCTGTCTCAGAGATATTTCCTTCAAGCCAATGAT 
CAGAAAGATATGAAGGACTGGGTTGAAGCCCTGAACCAAGCCAGCAAGAT 

40 CACCGTTCCCaAAGGTGGGGGCCTACCCATGACCACTGAAGTTCTCAAGA 
GCTTAgCAGCTCCTCCAGCCCTGGAGAAgAAgCCACAGGTGGCCTACAAG 
ACGGAGATCATTGGAGGGGTGGTGGTCCACACACCCATCAGCCAGAACGG 
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TGGGGATGGGCAGGAAGGGAGTGAGCCCGGGTCCCACACCATCCTTcGAA 
GGTcTCAGAGTTACATCCCCACGTCAGGCTGCCGTGCTTCCACTGGGCCT 
CCCCTCATTAAGAGTGGTTACTGCGTGAAGCAAGGGAATGTGCGGAAGAG 
CTGGAAACGTCGcTTcTTTGCACTTGATGACTTTACCATCTGCTACTTCA 
AGTGTGAGCAGGACCGAGAACCACTGCGCACCATATTTTTTAAGGATGTT 
cTGAAGACCCATGAATGTCTGGTCAAGTCTGGTGATCTcTTAATGAGGGA 
CAACCTGTTTGAAATaaTAACAAGCTCCAGGACCTTCTACGTACAGGCAG 
ACAGTCCAG7\AGACATGCACAGCTGGATTAAGGAGATTGGCGCAGCTGTC 
CAGGCCCTCAAGTGCCACCCC 

(partial human TAPP2) 



or 



ATGCCTtaTGTGGATCGACAGAATCGCATCTGTGGaTTTCTAGACATTGA 
AGAAAATGAGAACAGTGGGAAATTTCTTC6ACGGTATTTCATCCTGGATA 
CCAGAGAAGACAGCTTTGTATGGTACATGGATAATCCACAGnnnnnnnnn 
nnnrmnnnnrmnnnimnnnnnnnnnnnnimnnnnnnnnnnnnnnnATGCA 
GGAATGAGAAAATACTTTCTACAAGCTAATGATCAGCAGGACTTAGTGGA 
GTGGGTAAATGTCTTGAACAAAGCTATAAAAATTACAGTACCAAAGCAGT 
CAGACTCACAGCCGGCCTCCGACAGCCTGAGTCGCCAAGGTGACTGTGGT 
AAGAAGCAAGTGTCTTACAGAACTGACATTGTTGGTGGTGTGCCCATCAT 
CACGCCGACGCAGAAAGAAGAAGTAAACGAATGTGGTGAGAGTCTGGATA 
GAAACAATTTGAAACGGTCACAGAGCCATCTTCCTTACTTTGCTCCTAAG 
CCACCTTCAGACAGTGCAGTTATCAAAGCTGGGTATTGTGTGAAGCAAGG 
AGCGGTGATGAAAAACTGGAAGAGAAGATATTTTCAATTGGATGAAAACA 
CAATAGGCTACTTCAAATCTGAACTGGAGAAGGAACCTCTGCGGGTGATA 
CCACTTAAAGAAGTGCACAAAGTCCAGGAGTGCAAACAGAGTGACATAAT 
GATGAGGGACAACCTGTTTGAAATCGTGACGACATCTCGGACTTTCTATG 
TGCAGGCTGATAGCCCTGAAGAGATGCACAGTTGGATTAAAGCAGTCTCT 
GGCGCCATCGTAGCACAGCGGGGACCTGGCAGGTCATCCTCTTCTnnnnn 
nnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 

(partial mouse TAPPl; the run of n's indicates a gap of unknown length) 
or 



CCACGCGTCCGGCGGCGAAACTTCTCCGAGGTTCAAGCACAGGGGTGGTA 
GCCCCTCAAGGACTGCCCGGGCAGCGGGTATGGGAGGAGCGCA*AGAACG 
TCCCAGGGTGATGTGAACAGAGCCCAGGAATGCCTTATGTGGATCGGCAG 
AACCGAATCTGTGGGTTTCTGGATATTGAAGACAATGAGAACAGTGGCAA 
ATTCCTCCGGAGATACTTTATCCTGGATACCCAGGCCAACTGCCTCCTCT 
GGTACATGGACAATCCCCAAAACCTGGCCGTTGGGGCAGGAGCTGTCGGA 
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TCTCTGCAGCTGACCTACATCTCGAAGGTGAGCATAGCTACCCCAAAGCA 

GAAACCTAAAACGCCATTCTGCTTCGTTATCAATGCCCTGTCTCAGAGAT 

ATTTTCTTCAAGCCAATGACCAGAAAGATCTGAAGGACTGGGTAGAAGCC 

TTGAACCAAGCCAGCAAGATCACTGTACCCAAAGCTGGGACAGTACCCTT 

GGCCACAGAAGTTCTCAAAAACTTAACAGCTCCTCCCACCCTAGAGAAGA 

AGCCGCAGGTGGCCTACAAGACTGAGATCATCGGGGGTGTGGTGGTACAA 

ACGCCTATCAGCCAGAACGGTGGGGATGGGCAGGAAGGGTGCGAGCCAGG 

GACTCACGCCTTCCTGCGAAGGTCTCAGAGCTACATCCCCACGTCAGGCT 

GCCGCCCTTCCACTGGGCCTCCCCTCATTAAGAGTGGCTACTGTGTGAAG 

CAAGGGAATGTGCGGAAGAGTTGGAAACGACGCTTCTTTGCCCTCGATGA 

CTTTACCATCTGCTACTTCAAGTGTGAGCAGGACAGAGAGCCTCTGCGTA 

CCATACCGCTCAAGGATGTTCTCAAGACTCACGAGTGTCTGGTCAAGTCT 

GGTGATCTCTTAATGAGGGACAACCTGTTTGAAATCATAACCACCTCCAG 

GACGTTCTACGTACAGGCGGACAGCCCTGAGGACATGCACAGCTGGATCG 

AGGGGATTGGAGCAGCTGTCCAGGCTCTGAAGTGCCACCCTAGGGAGCCG 

TCCTTTTCAAGGTCCATTTCTTTGACTCGACCTGGAAGTTCTACCCTTAC 

AAGCGCGCCTAACTCCATCTTGTCAAGAAGGCGGCCACCAGCAGAAGAGA 

AT^GAGGTCTCTGTAAGGCCCCTTCGGTGGCCTCCTCCTGGCAACCCTGG 

ACACCTGTCCCCCAGGCTGAGGAAAAGCCGTTGTCGGTGGAGCATGCTCC 

AGAGGACTCTCTATTCATGCCTAACCCTGGGGAGAGCACAGCTACAGGGG 

TGCTGGCAAGTTCTCGAGTCAGGCACAGGTCGGAGCCCCAGCACCCCAAG 

GAGAAGCCATTTGTATTCAACCTTGATGACGAAAACATACGAACCTCTGA 

TGTGTGATATGCAGTGCCCGTTGCGTGCAGGAGAGCCAGGGGCTGTGACT 

TATTTTCTCTGCCATGGTAGAGGACAGAGTCTAATGGCACTCACAGTGGA 

GGGGCTCGTCTAGCTGGCTTGGTTTGCTATTATTGACACCATTTATTTT^A 
CTGGG , 

(mouse TAPP2) 



or 

AAACTGGGAGAGGGAGGAAGGGAGAAAGTGAGAAGGGAAATCGGAAAGAG 
AAAAGGGAGGAAACGGCAGAGCCAGAGAGAAAGAGGAAGAGACTGAGTGT 
GAAGGAGAGAGGACACAGGGGATGACTGAGAGACAGAGAGAGAGAGAGAG 
AGAGAATGAGACAGAGACTTAAGGAAGAGACCCTGTGAGTCTGACAATAA 
AAGATTTGGACAGAAACAGAAAGATTGGAGAGAGAGAGAGAGGGAGAGAA 
TGAGTGAGAGAGAGACTGGAAGAGACAGAGATCAGAGGGAGACACAGAAA 
GTGAGAGTGGGGAGAGAGGTAGTGTAAAAGGAAGAGAGAGAGAGAGAGAC 
CGTAAGAGACAGGAGACAAAGAGACAAAAAGTGTGAGTGAGCAGGTGAGG 
AGAGAGATTGAGAACTATGAGAGACAGCAGCTAAGAGACAAAGGAGGCGG 
GAGACTGCCTAGGTGCCGCAGCACCCACACCGTCCTCTTGCCCCCCCGTC 
ACTGGGACCCCAGAGCTGGCCCTTGATGGAGGGGAGCCGACCTCGCAGCA 
GCCTGAGCCTGGCCAGCAGCGCCTCCACCATCTCCTCGCTCAGCAGCCTG 
AGCCCCAAGAAGCCCACCCGGGCAGTAAACAAGATCCACGCCTTTGGGAA 
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GAGAGGCAATGCGCTCAGGAGGGATCCCAACCTTCCCGTGCACATCCGAG 
GCTGGCTTCATAAGCAGGACAGCTCGGGGCTCCGTCTCTGGAAACGCCGC 
TGGTTCGTCCTCTCCGGCCATTGCCTCTTTTATTACAAGGACAGCCGCGA 
GGAGAGTGTCCTAGGCAGCGTCCTGCTCCCCAGCTACAATATTAGACCAG 
5 ATGGGCCGGGAGCCCCCCGAGGGCGGCGCTTCACCTTCACCGCAGAGCAC 
CCGGGCATGAGGACCTACGTTTTGGCCGCTGACACCTTAGAAGACCTGCG 
GGGCTGGCTACGGGCGCTGGGCCGGGCCTCCCGTGCGGAGGGGGACGACT 
ATGGGCAACCCAGGTCACCTGCACGACCCCAGCCCGGGGAGGGCCCCGGC 
GGCCCCGGTGGTCCCCCGGAGGTGAGCAGAGGGGAAGAGGGGCGCATCTC 
10 AGAATCACCGGAAGTGACTCGACTCTCCAGAGGTCGTGGTAGACCCAGGC 
TGCTCACTCCCAGCCCCACAACCGACCTCCACTCTGGACTCCAGATGCGG 
AGGGCGAGGAGCCCCGACCTGTTCACCCCCCTCTCTCGCCCTCCCTCGCC 
TCTGAGCCTCCCCCGTCCCCGTTCTGCCCCTGCGCGGCGACCCCCTGCCC 
CCTCAgGAGACACAGC 

15 

Q)aitial human PEPPl) 
or 

20 AAACTGGGAGAGGGAGGAAGGGAGAAAGTGAGAAGGGAAATCGGAAAGAG 
AAAAGGGAGGTVAACGGCAGAGCCAGAGAGTiAAGAGGAAGAGACTGAGTGT 
GAAGGAGAGAGGACACAGGGGATGACTGAGAGACAGAGAGAGAGAGAGAG 
AGAGAATGAGACAGAGACTTAAGGAAGAGACCCTGTGAGTCTGACAATAA 
AAGATTTGGACAGAAACAGAAAGATTGGAGAGAGAGAGAGAGGGAGAGAA 

25 TGAGTGAGAGAGAGACTGGAAGAGACAGAGATCAGAGGGAGACACAGAAA 
GTGAGAGTGGGGAGAGAGGTAGTGTAAAAGGAAGAGAGAGAGAGAGAGAC 
CGTAAGAGACAGGAGACAAAGAGACAAAAAGTGTGAGTGAGCAGGTGAGG 
AGAGAGATTGAGAACTATGAGAGACAGCAGCTAAGAGACAAAGGAGGCGG 
GAGACTGCCTAGGTGCCGCAGCACCCACACCGTCCTCTTGCCCCCCCGTC 

30 ACTGGGACCCCAGAGCTGGCCCTTGATGGAGGGGAGCCGACCTCGCAGCA 
GCCTGAGCCTGGCCAGCAGCGCCTCCACCATCTCCTCGCTCAGCAGCCTG 
AGCCCCAAGAAGCCCACCCGGGCAGTAAACAAGATCCACGCCTTTGGGAA 
GAGAGGCAATGCGCTCAGGAGGGATCCCAACCTTCCCGTGCACATCCGAG 
GCTGGCTTCATAAGCAGGACAGCTCGGGGCTCCGTCTCTGGAAACGCCGC 

35 TGGTTCGTCCTCTCCGGCCATTGCCTCTTTTATTACAAGGACAGCCGCGA 
GGAGAGTGTCCTAGGCAGCGTCCTGCTCCCCAGCTACAATATTAGACCAG 
ATGGGCCGGGAGCCCCCCGAGGGCGGCGCTTCACCTTCACCGCAGAGCAC 
CCGGGCATGAGGACCTACGTTTTGGCCGCTGACACCTTAGAAGACCTGCG 
GGGCTGGCTACGGGCGCTGGGCCGGGCCTCCCGTGCGGAGGGGGACGACT 

40 ATGGGCAACCCAGGTCACCTGCACGACCCCAGCCCGGGGAGGGCCCCGGC 
GGCCCCGGTGGTCCCCCGGAGGTGAGCAGAGGGG7\AGAGGGGCGCATCTC 
AGAATCACCGGAAGTGACTCGACTCTCCAGAGGTCGTGGTAGACCCAGGC 
TGCTCACTCCCAGCCCCACAACCGACCTCCACTCTGGACTCCAGATGCGG 
AGGGCGAGGAGCCCCGACCTGTTCACCCCCCTCTCTCGCCCTCCCTCGCC 
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TCTGAGCCTCeCCCGTCCCCGTTCTGCCCCTGCGCGGCGACCCCCTGCCC 
CCTCAGGAGACACAGCACCCCCTGCCCGACCTCACACCCCGTTGAGTCGC 
ATTGATGTCCGACCTCCTCTGGATTGGGGCCCCCAACGCCAGACCCTCTC 
CCGACCCCCTACTCCCCGCCGAGGACCTCCCTCTGAGGCTGGGGGAGGAA 
5 AGCCCCCCAGGAGTCCCCAGCACTGGAGTCAGGAGCCCAGAACACAGGCA 
CACTCTGGCTCCCCCACTTATCTCCAGCTCCCCCCGCGGCCCCCTGGGAC 
CCGGGCCTCCATGGTTTTATTGCCGGGTCCTCCCCTGGAGTCAACTTTCC 
ACCAAAGCTTGGAGACAGATACGCTGCTGACCAAGTTGTGCGGGCAGGAC 
CGGCTTCTGCGGAGGCTGCAGGAGGAGATAGACCAGAAGCAGGAGGAGAA 

10 GGAGCAACTAGAAGCAGCTCTGGAGTTGACCCGGCAACAGCTGGGCCAAG 
CCACCAGGGAGGCTGGGGCTCCCGGGAGGGCCTGGGGTCGCCAGCGCCTC 
TTGCAGGACCGGCTGGTCAGTGTGAGGGCCACCCTCTGTCACTTGACTCA 
GGAGCGAGAGAGGGTTTGGGACACGTACAGTGGCCTGGAGCAGGAGCTGG 
GCACCTTAAGAGAGACGCTGGAGTACCTGCTGCACCTTGGTTCTCCCCAG 

15 GACAGAGTGTCTGCTCAGCAGCAGCTGTGGATGGTGGAAGACACGCTGGC 
AGGTCTGGGTGGCCCCCAGAAACCGCCCCCACACACTGAGCCTGACTCCC 
CATCTCCCGTGCTCCAGGGCGAGGAGTCCTCAGAGAGGGAGAGCCTGCCA 
GAGTCCTTGGAACTGAGCTCCCCTAGGTCCCCCGAGACTGACTGGGGGCG 
GCCTCCTGGAGGCGACAAAGACCTCGCCAGCCCTCACTTAGGTCTTGGGT 

20 CTCCGAGGGTCTCCCGGGCTTCCAGCCCTGAGGGTCGCCACCTCCCTTCC 
CCACAGCTAGGAACCAAGGCCCCGGTGGCCCGGCCCCGGATGAATGCCCA 
GGAGCAGCTGGAGCGGATGCGCAG/iAACCAGGAATGTGGACGGCCCTTCC 
CTCGCCCGACCTCCCCCCGGCTTCTCACCCTGGGAAGGACACTGTCCCCA 
GCCAGACGCCAGCCTGACGTGGAGCAAAGGCCTGTCGTAGGACACTCGGG 

25 AGCCCAGAAATGGCTCAGAAGCTCTGGGTCCTGGAGTAGTCCAAGGAACA 
CCACCCCTTACTTGCCGACTTCCGAAGGTCACCGGGAGCGGGTTCTCAGC 
CTCTCCCAAGCCCTGGCTACTGAGGCGTCGCAGTGGCACAGAATGATGAC 
AGGTGGAAATTTGGACTCCCAGGGAGACCCTCTTCCCGGTGTGCCGCTGC 
CTCCTTCGGACCCCACGCGCCAGGAGACCCCTCCCCCCAGATCTCCCCCG 

30 GTGGCTAATTCGGGTTCCACGGGGTTCTCTCGCCGAGGGAGTGGGCGTGG 
AGGAGGTCCCACCCCCTGGGGGCCCGCGTGGGATGCCGGGATCGCCCCTC 
CGGTCCTGCCACAAGACGAGGGGGCATGGCCTCTGCGAGTCACTCTGCTA 
CAATCCAGCTTGTAATCCGCCCAAAAGCGGCAGCCAATCGGAGCGCGAGG 
ACGTGGTCTGGAGGTACCGCCGAAGATCTGGGACCACTCAGGGCATCAGG 

35 GGGCGTGGTCTGGTCCCCATTGCGGGCCCGGGAGGGGAATGGTTTCTATG 
GCCAAAGTTTGGTTTTCTCAACACTGTCTAAATTTGGATTAAAACTTTGA 
ACTTTT 

(human PEPPl) 

40 

Or 



TGCAAACATCCAGTCACAGGACAACCATCACAGGACAATTGTATTTTTGT 
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AGTGAATGAACAGACTGTTGCAACCATGACATCTGAAGAAAAGAAGGAAC 
GGCCAATAAGTATGATAAATGAAGCTTCTAACTATAACGTGACTTCAGAT 
TATGCAGTGCATCCAATGAGCCCTGTAGGCAGAACTTCACGAGCTTCAAA 
AAAAGTTCATAATTTTGGAAAGAGGTCA2\ATTCAATTAAAAGGAATCCTA 
5 ATGCACCGGTTGTCAGACGAGGTTGGCTTTATAAACAGGACAGTACTGGC 
ATGAAATTGTGGAAGAAACGCTGGTTTGTGCTTTCTGACCTTTGCCTCTT 
TTATTATAGAGATGAGAAAGAAGAGGGTATCCTGGGAAGCATACTGTTAC 
CTAGTTTTCAGATAGCTTTGCTTACCTCTGAAGATCACATTAATCGCAAA 
TATGCTTTTAAGGCAGCCCATCCAAACATGCGGACCTATTATTTCTGCAC 

10 TGATACAGGAAAGGAAATGGAGTTGTGGATGAAAGCCATGTTAGATGCTG 
CCCTAGTACAGACAGAACCTGTGAT^GAGTGGACAAGATTACATCTGAA 
AATGCACCAACTT^AAGAAACCAATT^CATTCCCAACCATAGAGTGCTAAT 
TAAACCAGAGATcCAA7\AC7^TCA2\AAAAACAAGGAAATGAGCAAAATTG 
AAGAAAAAAAGGCATTAGAAGCTGAAAAATATGGATTTCAGAAgGATGGT 

15 CAAGATAGACCCTTAACAAAAATTAATAGTGTAAAGCTGAATTCTCTGCC 
ATCTGAATATGAGAGTGGGTCAGCATGCCCTGCTCAGACTGTGCACTACA 
GACCAATCAACTTGAGCAGTTCAGAGAACAAAATAGTCAATGTTAGCCTG 
GCAGATCTTAGAGGTGGAAATCGCCCCZ^ATACAGGGCCCTTATACACAGA 
GGCCGATCGAGTCATACAGAGAACAAATTCAATGCAGCAGTTGGAACAGT 

20 GGATTAA7ATCCAGAAGGGGAGGGGTCATGAAGAAGAAACCAGGGGAGTA 
ATTTCTTACCAAACATTACCAAGZ\AATATGCCAAGTCACAGAGCCCAGAT 
TATGGCCCGCTACCCTGAAGGTTATAGAACACTCCCAAGAAACAGCAAGA 
CAAGGCCTGAAAGTATcTGCAGTGTAACCCCTTCCACTCATGACAAGACA 
TTAGGACCCGGAGCGGAGGAGAAACGGAGGTCCATGAGAGATGACACAAT 

25 GTGGCAGCTCTACGAATGGCAGCAGCGTCAGTTTTATAACAAACAGAGCA 
CCCTCCCTCGACACAGTACTTTGAGTAGTCCCA7IAACCATGGTAAATATT 
TCTGACCAGACAATGCACTcTATTCCCACATCACCTTCCCACGGGTCAAT 
AGCTGCTTATCAGGGATACTCCCCTCAACGAACTTACAGATCGGAAGTGT 
cTTCACCAATTCAGAGAGGAGATGTGACAATAGACCGCAGACACAGGGCC 

30 CATCACCCTAAGGTAAAATAGCTGCTGATTTTGTGTTAACTCACTACCTT 
ATAAATGCTGTGTTTTCTTTCTAGTATACTATTTTAAATGTGAGAGACAA 
AAGAATGGGGAT7\AAGTAAGCAAGGCAGCTCTTTTTTGTTTTAAAAAATA 
AATAAAAATATTTTACAACAAAA2\AAAAAAAAAAAAAAAA 

35 (partial human PEPP2) 

or 

ATCAGAATGGCGGCGGATCTAAACCTGGAGTGGATCTCCCTGCCCCGGTC 
CTGGACTTACGGGATCACCAGGGGCGGCCGAGTCTTCTTCATCAACGAGG 
40 AGGCCAAGAGCACCACCTGGCTGCACCCCGTCACCGGCGAGGCGGTGGTC 
ACCGGACACCGGCGGCAGAGCACAGATTTGCCTACTGGCTGGGAAGAAGC 
ATATACTTTTAAAGGTGCAAGATACTATATAAACCACAATGAAAGGAAAG 
TGACCTGCAAACATCCAGTCACAGGACAACCATCACAGGACAATTGTATT 
TTTGTAGTGAATGAACAGACTGTTGCAACCATGACATCTGAAGAAAAGAA 
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GGAACGGCCAATAAGTATGATAAATGAAGCTTCTAACTATAACGTGACTT 

CAGATTATGCAGTGCATCCAATGAGCCCTGTAGGCAGAACTTCACGAGCT 

TCAAAAAAAGTTCATAATTTTGGAAAGAGGTCAAATTCAATTAAAAGGAA 

TCCTAATGCACCGGTTGTCAGACGAGGTTGGCTTTATAAACAGGACAGTA 

CTGGCATGAAATTGTGGAAGAAACGCTGGTTTGTGCTTTCTGACCTTTGC 

CTCTTTTATTATAGAGATGAGAAAGAAGAGGGTATCCTGGGAAGCATACT 

GTTACCTAGTTTTCAGATAGCTTTGCTTACCTCTGAAGATCACATTAATC 

GCAAATATGCTTTTAAGGCAGCCCATCCAAACATGCGGACCTATTATTTC 

TGCACTGATACAGGAAAGGAAATGGAGTTGTGGATGAAAGCCATGTTAGA 

TGCTGCCCTAGTACAGACAGAACCTGTGAAAAGAGTGGACAAGATTACAT 

CTGAAAATGCACCAACTAAAGAAACCAATAACATTCCCAACCATAGGGTG 

CTAATTAAACCAGAGATCCAAAACAATCAAAAAAACAAGGAAATGAGCAA 

AATTGAAGAAAAAAAGGCATTAGAAGCTGAAAAATATGGATTTCAGAAGG 

ATGGTCAAGATAGACCCTTAACAAAAATTi\ATAGTGTAAAGCTGAATTCT 

CTGCCATCTGAATATGAGAGTGGGTCAGCATGCCCTGCTCAGACTGTGCA 

CTACAGACCAATCAACTTGAGCAGTTCAGAGAACAAAATAGTCAATGTTA 

GCCTGGCAGATCTTAGAGGTGGAAATCGCCCCAATACAGGGCCCTTATAC 

ACAGAGGCCGATCGAGTCATACAGAGAACAAATTCAATGCAGCAGTTGGA 

ACAGTGGATTAAAATCCAGAAGGGGAGGGGTCATGAAGAAGAAACCAGGG 

GAGTAATTTCTTACCAAACATTACCAAGAAATATGCCAAGTCACAGAGCC 

CAGATTATGGCCCGCTACCCTGAAGGTTATAGAACACTCCCAAGAAACAG 

CAAGACAAGGCCTGAAAGTATCTGCAGTGTAACCCCTTCCACTCATGACA 

AGACATTAGGACCCGGAGCGGAGGAGAAACGGAGGTCCATGAGAGATGAC 

ACAATGTGGCAGCTCTACGAATGGCAGCAGCGTCAGTTTTATAACAAACA 

GAGCACCCTCCCTCGACACAGTACTTTGAGTAGTCCC2!W\ACCATGGTAA 

ATATTTCTGACCAGACAATGCACTCTATTCCCACATCACCTTCCCACGGG 

TCAATAGCTGCTTATCAGGGATACTCCCCTCAACGAACTTACAGATCGGA 

AGTGTCTTCACCAATTCAGAGAGGAGATGTGACAATAGACCGCAGACACA 

GGGCCCATCACCCTAAGCATGTCTATGTGCCTGACAGAAGGTCAGTGCCA 

GCTGGCCTGACTTTACAGTCTGTTAGTCCCCAGAGCCTCCAAGGGAAAAC 

GCTGTCACAAGATGAAGGTAGAGGCACATTATACAAATACAGACCTGAAG 

AAGTAGATATTGATGCC7\AGTTAAGCCGATTATGTGAACAAGATAAAGTG 

GTGCATGCTCTGGAAGAGAAACTTCAGCAACTCCACAAGGAGAAATACAC 

GCTTGAGCAAGCTTTGCTATCAGCCAGCCAAGAGATAGAAATGCATGCAG 

ATAACCCAGCAGCCATTCAGACAGTGGTGTTACAAAGGGATGATTTACAA 

AATGGACTGCTTAGTACGTGTCGAGAACTTTCTCGAGCCACTGCCGAATT 

GGAACGAGCATGGAGAGAATATGATAAGTTAGAATACGATGTAACTGTTA 

CCAGGAACCAGATGCAAGAGCAGCTGGATCACCTTGGTGAAGTTCAGACG 

GAATCAGCAGGAATTCAGCGTGCACAGATTCAGAAAGAACTTTGGCGAAT 

TCAGGATGTCATGGAAGGGCTGAGTAAACATAAGCAGCAAAGAGGTACTA 

CAGAAATAGGTATGATAGGATCAAAGCCTTTCTCAACAGTTAAGTACAAA 

AATGAGGGTCCAGATTATAGACTCTACAAGAGTGAACCAGAGTTAACAAC 

AGTGGCAGAAGTTGATGAATCTAATGGAGAAGAAAAATCAGAACCTGTTT 

CAGAGATAGAAACTTCAGTTGTTAAAGGTTCCCACTTTCCTGTTGGAGTA 



wo 02/12276 PCT/GBOl/03481 

65 

GTCCCTCCAAGAGCAAAATCACCAACACCCGAATCTTCGACAATAGCTTC 

CTATGTAACCTTGAGGAAAACTAAGAAGATGATGGATCTAAGAACGGAAA 

GACCAAGAAGTGCAGTGGAACAGCTCTGTTTGGCTGAAAGTACTCGACCA 

AGGATGACTGTGGAAGAGCAAATGGAAAGAATAAGAAGACATCAACAAGC 

GTGCCTGAGGGAGAAGAAAAAAGGGTTAAATGTTATCGGTGCTTCAGACC 

AGTCACCCTTACAAAGCCCTTCAAATTTAAGGGATAATCCATTTAGGACT 

ACTCAGACTCGAAGGAGGGATGATAAGGAACTGGACACTGCCATTAGAGA 

AAATGATGTAAAGCCAGACCATGAAACTCCTGCAACAGAAATTGTTCAAC 

TAAAAGAAACCGAACCCCAAAATGTGGACTTCAGCAAAGAGTTAAAAAAA 

ACTGAAAACATTTCATATGAAATGCTTTTTGAACCTGAGCCAAATGGAGT 

AAATTCTGTGGAAATGATGGATAAAGAAAGAAACAAAGACAAAATGCCTG 

AGGATGTTACAT.TCAGCCCTCAAGATGAAACACAGACCGCAAATCATAAA 

CCAGAAGAGCATCCTGAAGAAAATACAAAGAACAGTGTTGACGAACAGGA 

AGAAACTGTTATTTCTTACGAATCAACTCCTGAGGTTTCTAGAGGAAATC 

AAACAATGGCAGTGAAAAGTCTGTCCCCATCTCCTGAGTCCTCGGCATCG 

CCAGTTCCATCCACTCAGCCGCAGCTCACAGAAGGATCACATTTCATGTG 

TGTGTAGTCTTAGAAGAACTATACTGACTTCTGTTGAAACCATTCAAAGC 

TAAAGACATGGACCTTCAGCAGTGTAAGAAGATATTGTACAGTATATTTT 

AAATCTATGAAATTCATAGTTCTGATGCTTTTGGTCACAGAGCATCATTT 

TATCACTTCTGGAAAATGTTTATTCCAAAACAGCTTTAATGGCCCATATG 

TACACTTCGTAATCTCAAGGTTATTATTCTGACACCAGCTTGCTGCTATG 

ATTTCAGAGCACATAAGTAAAGGTGCTTTTTAATGTGCAGTCTATTTCCA 

GAGCTTACTTAGTTGCTGATTTCCAGATTTCGATGTTTCTTAAGTCTAGG' 

TGAATTTATATATATATTTTTTTGCTTTTCATTTTCTAAAGTTAGTTATT 

ATTTCCATTGAAGCTTGTTTTCTTTTTTTCTTCCCATTTTAGCTACTGCA 

GTGCTTTTGTTTCACACTTGATTTGTAAAAATTTTATATATATGTATTTA 

AAATGTGCCATTTTATTGCTAAGTGAAGTATGTCCTGTTTTCTGCTATAA 

TTCTTTCTCGGTCAGATTGCAATGTCAGCAGTTACTGCCACACTCCTGTC 

AGCTTAAACACAAATGTTACTGCTTATCTTTTCTTAAAAAAAAAAAAAAC 

AAAGTGTAGGTATTTTGAAGTACTGGGCTTATATTTCATTGGAATACATG 

TGTACAGCAATAAGCAGGTTTCCAAATCCGGTACTTAGTTTGTGTACAAA 

TGTAATTATGTTCATTGTGTATATATTATACAATGAGCACATGTAATGTA 

TTAAAGGCTACTTACTATTGTTTAAATGCAAATGTTCATATCTCATTTCT 

• TTTTTTATCATGTTAAATAAATGTTGATGTTCTTAAATiAAAAAAAAAAAA 
AAA 

(human PEPP2) 
or 

atgtccaataaaacaggtgggaaacgcccggctaccaccaacagtgacat 
acccaaccacaacatggtgtccgaggtccctccagagcggcccagcgtcc 
gggcaactcgcacagcccgcaaagccatcgcctttggcaagcgctcacac 
tccatgaagcggaaccccaatgcacctgtcaccaaggcgggctggctctt 
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caaacaggccagctccggggttaagcagtggaacaagcgctggttcgtcc 

tggtggatcgctgcctcttctactataaagatgagaaggaagagagtatc 

ctgggcagcatccccctcctgagcttccgggtagccgcagtgcagccctc 

agacaacatcagccggaaacacacgtttaaggctgagcatgccggggtcc 

gcacctacttcttcagtgccgagagccccgaggagcaagaggcctggatc 

caggccatgggggaggctgctcgagtacagatccctccagcccagaagtc 

agtgccccaagctgtgcggcacagccatgagaagccagactcggagaacg 

tcccacccagcaagcaccaccagcagccaccccacaacagcctccctaag 

cctgagccagaggccaagactcgaggggagggtgatggccgaggctgtga 

gaaggcagagagaaggcctgagaggccagaagtcaagaaagagcctccgg 

tgaaagccaatggcctcccagctggaccggagccagcctcagagccgggc 

agcccttaccccgagggcccaagagtgccagggggtggggaacagcctgc 

ccagcccaatggctggcagtaccactccccaagccggccagggagcacag 

ctttcccgtctcaggatggagagactgggggacaccggcggagtttccca 

ccacgcaccaaccctgacaaaattgcccagcgcaagagctccatgaacca 

gcttcagcagtgggtgaatctgcgccggggggtacccccgcctgaagacc 

ttcggagtccctctaggttctatcctgtgtctcgcagggtccctgagtac 

tatggcccctactcctcccagtaccccgatgattatcagtactacccgcc 

aggagtgcggccggagagcatctgttccatgccggcctatgatcggatca 

gcccgccctgggccctggaggacaagcgccatgccttccgcaatgggggt 

ggccctgcctaccagctgcgagagtggaaggagcccgccagctacgggcg 

gcaggatgccaccgtctggatcccaagcccctcccggcagccagtctatt 

atgatgagctggatgccgcctctagctccctgcgccgcctgtccctgcag 

ccccgctcccactctgtgccccgctcacccagccagggctcctacagccg 

tgcccgcatttactcccctgtccgctcacccagtgcccgttttgagcggc 

tgccacctcgcagtgaggacatctatgctgaccctgctgcctatgtgatg 

aggcgatccatcagctcccccaaggtccctccatacccagaagtgttccg 

ggacagcctccacacctacaagttaaacgagcaagacacagataagctgc 

tgggaaaattgtgtgagcagaacaaggtggtgagggagcaggaccggctg 

gtgcagcagctccgagctgagaaggagagcctggaaagtgccttgatggg 

gacccaccaggagctggagatgtttggaagccagcccgcctacccagaaa 

agctgcgacacaaaaaggattcactgcagaaccagctcatcaacatccgc 

gtggagctgtctcaggcgaccacggccctgacaaacagcaccatagagta 

tgagcacctcgagtctgaggtctctgccctgcacgatgacctctgggagc 

agctcaatttggacacccagaatgaggtgctgaaccggcaaatccaaaag 

gagatctggaggatccaggacgtgatggaggggctgaggaagaacaaccc 

ctcccggggcacggacaccgccaagcacagaggaggacttggcccctcag 

ccacctacagctccaacagcccggccagccccctcagctctgccagcctc 

accagccccctgagccccttttcactggtgtcgggctctcaggggtcccc 

caccaagcctggctccaacgagcccaaggcaaactatgaacaaagcaaga 

aagacccccaccagacattgcccctggacacccccagagacatcagcctt 

gtgcccaccaggcaagaggtagaggcagagaagcaggcagctctcaacaa 

agttggcgttgtgccccctcggacaaaatcgcccactgatgatgaggtga 

ccccatcagcagtggtaagaaggaatgccagtgggctcaccaatggactc 
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tcctcccaggaacgccccaagagtgctgtgtttcctggcgaggggaaggt 
caagatgagcgtggaggagcagattgaccgaatgcggcggcaccagagtg 
gctccatgaaggagaagcggaggagcctgcagctcccggccagcccggcc 
cccgaccccagtccccggccagcctacaaagtggtgcgccgccaccgcag 
catccacgaggtagacatctccaacctggaggcagccctgcgggcagagg 
agcctggcgggcatgcctacgagacaccccgggaggaaattgcccggctt 
cgcaaaatggagctagagccccagcattatgacgtggacatcaataagga 
gctctccactccagacaaagtcctcatccctgaacggtacattgacctgg 
agcctgacactcccctgagccctgaggagttgaaggagaagcagaagaag 
gtggagaggatcaagacactcattgccaaatccagtatgcagaacgtggt 
gcccatcggcgagggggactctgtggacgtgccccaggactcagagagcc 
agctgcaggagcaggagaagcggattgaaatctcctgcgccctggcgacc 
gaggcctcccgcaggggccgcatgctgtctgtgcaatgtgccaccccaag 
ccctcccacctcccctgcttccccggctcctccagcaaaccccctgtcgt 
ctgaatccccacggggcgccgacagcagctataccatgcgggtctga 

(human PEPP3) 

or 

ACGAGGCTTACCGGGAATGTCTGGGCCCGCGCCTCGCGGCCCCCAAGCTC 
CACGCTGCGCCCGCTGTCCCGGCCTCTAAAGGCCGCCACGTCCCTGCGGC 
GCGCGCAGGCAGAAAGCGGCTTCGTGCCGGCGGAGGGGGCCCGGGCGGGC 
CGGGAGGGGCTGCCCCAGGCCCTGCGCCTACCCCATCACCGCGGCCGGCG 
CCGGGCCGGGAGGATGCGCGGTGTGGGGCTCTGT^GCATGGAGGGGGTGT 
TGTACAAGTGGACCAACTATCTCACAGGCTGGCAGCCTCGTTGGTTTGTT 
TTAGATAATGGAATCTTATCCTACTATGATTCACAAGATGATGTTTGCAA 
AGGGAGCAAAGGAAGCATAAAGATGGCAGTTTGTGAAATTAAAGTTCATT 
CAGCAGACAACACAAGAATGGAATTAATCATTCCTGGAGAGCAGCATTTC 
TACATgAAGGCAGTGAATGCAGCTgAAAgACAgAgGTGGCTGGTCGCTCT 
GGGGAGCTCCAAAGCATGTTTGACTGATACAAGGACTAAAAAAGAAAAAG 
AAATAAGTGAAACCAGTGAATCGCTGAAAACCAAAATGTCTGAACTTCGC 
CTCTACTGTGACCTCTTAATGCAGCAAGTTCATACAATACAGGAATTTGT 
TCACCATGATGAGAATCATTCATCTCCTAGTGCAGAGAACATGAATGAAG 
CCTCTTCTCTGCTTAGTGCCACGTGTAATACATTCATCACAACGCTTGAG 
GAATGTGTGAAGATAGCCAATGCCAAGTTTAAACCTGAGATGTTTCAACT 
GCACCATCCGGATCCCTTAGTTTCTCCTGTGTCACCTTCTCCTGTTCAAA 
TGATGAAGCGTTCTGTCAGCCACCCTGGTTCTTGCAGTTCAGAGAGGAGT 
AGCCACTCTATAAAAGAACCAGTATCTACACTTCACCGACTCTCCCAGCG 
ACGCCGAAGAACCTACTCAGATACAGATTCTTGTAGTGATATTCCTCTTG 
AAGACCCAGATAGACCTGTTCACTGTTCAAAAAATACACTTAATGGAGAT 
TTGGCATCAGCAACCATTCCTGAAGAAAGCAGACTTACGGCCAAAAAACA 
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ATCTGAATCAGAAGATACTCTTCCATCCTTCTCTTCCTGAAGAAACTGAA 
GTGTCCAACTTCCTCTAAGTATTGCTATGCAAAAGCTGCTGTAATTAAAC 
TATTGTTATAGGGAGTAGTTTTTTCCCTTAGGACTCTGCACTTTATAGAA 
TGTTGTAAAACAGACAAACAAGAAAACAAACCACATACTTTrGAAGTGTA 
5 TTTTATCTTTATATAGTTTGTTTGCAAGAGTATTTTCCTAATAACTTCAC 
AGTATGAATGTGCATCTTTTTTTTTTGAACAAATGATGGTGTAACATTTT 
GACATCCATAAGGACAAATGTAGATATTTTTCTTAAAAACTCTGAGGGGA 
CTGACAGCATGGTCAGGGTGTATTGTAGCTTATAAACATGAAATCTTaTT 
AGGGTTTCCGTTTGACAGAAGTGTGATATATGTaACTTGTGCCATGGACC 

10 AAATGGTCACTTTACCACAGCTAAAATGAGTTaCGATAGCAGCTTGATGG 
TGATgGTaTGTATTCCTTTAATCAAAAAGGAACaCAATATTcTAAGTATC 
TTTAGCCCAATACCATGACATATTGaGCATCTTTAAATAACCaGaCTGTA 
TTGTCCTTCAtAATGtGAAGTTGACACTACTGATTTGTCAAtACCAAATT 
TTGGGTTAAAGTGTTTAATTTTTATGTATTTATTTTCTTGTTGCCTCAAA 

15 AGATGATTGCATTCTAACTTTTGTGACCTACCAAATTTAAGATGGGTATA 
CGTTGTTCTTTACGTTGTTCTAGAAAAGAGATTTTAATGCTGTAGTGACT 
TTGCTCACTTACACTAGAGAAATAAACAACTTTCAATGGTiAGAGAATTTT 
AGTGCTTTTTTTTTCCTAAAATAGATATTAAGCTGCTGTTGTAAAGTATT 
GTTTGCAGCTCTTTCCAATATCTAGAGACATTTTTATTTATGAATATTTA 

20 TACcAAAAGGAATTCTGTCAAGATGACTGCTcTATATCACTTGAGAATGG 
CATTATTTAATTAAAGAACAAATAGCATTTTTTGGTAGTGCCTGTCCATA 
CCTATTGTCATTGTTTGCCTTGTAATCTGTTTTTTTGAATTCATTTTGGG 
CTGATAGTTTTGTTTAAGGTTTTGGATAAGGAGCACTTTAAAACAAACTG 
GTGTGTTGTTTTTAAGTTAATCATATGTTTAATAZ^ATGCGTGGTTTTTGC 

25 ATTCAAACACATCcAAAAAAAAAaAAAAGGAA*AGGA*GAAAAAAAAAAA 

(human FAPPl) 

30 

ctgcgggcccgcgcctccgcagcagcgcgccggcgcgggccaggacrgatg 
cgcgcgccggctctgaagcatggagggggttctgtacaagtggaccaact 
atctcacaggttggcagcctcgatggtttgttctggataatggaatcctg 
tcctactatgactcacaggatgatgtctgcaaagggagcaaagggagtat 

35 aaagatggcggtctgtgagattaaagtccatcccgcagacaacacaagaa 
tggagttaatcattccaggagagcagcatttctacatgaaggcagtaaat 
gccgccgagagacagaggtggctggttgcccttgggagctccaaagcgtg 
tttgaccgacacgaggactgcaaaagagaaagaaataagtgagaccagtg 
aatctctgaaaaccaaaatgtctgaacttcgcctctactgtgacctcctg 

40 atgcagcaggttcatacgatccaggaattcgtccaccgtgatgagaggca 
tccctctcccagtgtggagaacatgaatgaagcctcctccttgctcagtg 
ccacctgtaacacattcatcacaaccctggaggagtgtgtgaagatcgcc 
aacgccaagtttaaacctgagatgtttcaactgcctcatccggatcccct 
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ggtctctcccgtgtcgccttctcctgttcagatgatgaagcgttcagcca 

gccaccctggttcctgcagttccgagaggagcagctgctccatcaaagaa 

ccagcatctgccctccaccgacttcctcagcgacgccgcagaacctactc 

ggacacagactcttgtaatgatgttccccctgaagacccagagagacctc 

ttcactgttcaggaaacacacttaatggagatttggcatcagcaaccatt 

ccggaagaaagcagactcatggccaagacacaatctgaagaacctcttct 

gcccttctcctgaggaaacagacatgcccagcttcctcctgaggaaacag 

acatgcccagcttcctcctgaggaaacagacatgcccagcttcctcctga 

ggaaacagacatgcccagcttcctctgagtgtcgctatgcaaaagctgct 

gtaattaaactcggtctgggctagctttgccctctccttaggatttctct 

gcactttatagaatattgtaaacaaacaacccacatacttttgaagtgta 

ttttatctttctatagtttacttgcaagagtattttcctaataacttcac 

agtatgaatgtgcatctttttttttttttaaacaaatgatggtgtaacat 

tttgacatccataaggacaaatgtagatatttttctaaaaaactgtgagg 

gactgacagcttggtcagtgtgtattgtagtatataaacatgaaatctcg 

ccagatttatttgacagaaatgtgagagatgtaacttgtgccatggacca 

aaaggtcacttcaccccagcttaaaattaattaccatagcagcttgatgg 

tgattatatcatattcctttaagcaaaaaggaaacgcttaatattctaaa 

ggtctttagcccaaataccatgacatattgagcatttttttttaaaaagc 

agactccgctgtccttcatatgtgaagttgacatctactgatttgtcaat 

accaaacatcagattacagtatttaatttttatttatttattttcttatt 

gcatcagaagatggttatgtcctaacttttatggcctccccaatttaaga 

tgtatatgcatagttgttattacgttgttctaagatacatgaggcaagtg 

tcccagtgatcttgttcccttacacgagagaagtaaacagctttcaatgg 

gaatggagttcagtgcttttcagaaaataggcagcaagctgctgttgtaa 

ggtatgatttgcagctctttggcatatctagagacatttttaatttatga 

atatttatacaaaaagcaattctgtcaagatgactgttctatatcacttg 

agaatggcattatttaattaaagaacaatttgcagtt 

(mouse FAPPl) 
or 

GGTGCTCCTCGCCTCTTGGGGCCTGGGGCAGTGAGGGGGCCGGCGGGCGT 
GGGCCGAGTGGCCGCGGGCGCCATGGAGGGGGTGCTGTACAAGTGGACCA 
ACTATCTGAGCGGTTGGCAGCCTCGATGGTTCCTTCTCTGTGGGGGAATA 
TTGTCCTATTATGATTCTCCTGAAGATGCCTGGAAAGGTTGCAAAGGGAG 
CATACAAATGGCAGTCTGTGAAATTCAAGTTCATTCTGTAGATAATACAC 
GCATGGACCTGATAATCCCTGGGGAACAGTATTTCTACCTGAAGGCCAGA 
AGTGTGGCTGAAAGACAGCGGTGGCTGGTGGCCCTGGGATCAGCCAAGGC 
TTGCCTGACTGACAGTAGGACCCAGAAGGAGAAAGAGTTTGCTGAAAAGA 
CTGAAAACTTGAAAACCAAAATGTCAGAACTAAGACTCTACTGTGACCTC 
CTTGTTCAGCAAGTAGATAAAACAAAAGAAGTGACCACAACTGGTGTGTC 
CAATTCTGAGGAGGGAATTGATGTGGGAACTTTGCTGAAATCAACCTGTA 
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ATACTTTTCTGAAGACCTTGGAAGAATGCATGCAGATTGCAAATGCAGCC 

TTCACCTCTGAGCTGCTCTACCACACTCCACCAGGATCACCACAGCTGGC 

CATGCTCAAGTCCAGCAAGATGAAACATCCTATTATACCAATTCATAATT 

CATTGG7\AAGGCAAACGGAGTTGAGCACTTGTGAAAATGGATCTTTAAAT 

ATGGAAATAAATGGTGAGGAAGAAATCCTAATGAAAAATAAGAATTCCTT 

ATATTTGAAATCTGCAGAGATAGACTGCAGCATATCAAGTGAGGAAAATA 

CAGATGATAATATAACCGTCCAAGGTGAAATAATGAAGGAAGATAGAATG 

GAAAACCTGAAAAATCATGACAATAACTTGTCTCAGTCTGGATCAGACTC 

AAGTTGCTCTCCAGAATGCCTCTGGGAGGAAGGCAAAGAAGTTATCCCAA 

CTTTCTTTAGTACCATGAACACAAGCTTTAGTGACATTGAACTTCTGGAA 

GACAGTGGCATTCCCACAGAAGCATTCTTGGCATCATGTTGTGCTGTGGT 

TCCAGTATTAGACAAACTTGGCCCTACAGTGTTTGCTCCTGTTAAGATGG 

ATCTTGTTGAAAATATTAAGAAAGTAAATCAGAAGTATATAACCAATAAA 

GAAGAGTTTACCACTCTCCAGAAGATAGTGCTGCACGAAGTGGAGGCGGA 

TGTAGCCCAGGTTAGGAACTCAGCGACTGAAGCCCTCTTGTGGCTGAAGA 

GAGGTCTCAAATTTTTGAAGGGATTTTTGACAGAAGTGAAAAATGGGGAA 

AAGGATATCCAGACAGCCCTGAATAACGCATATGGTAAAACATTGCGGCA 

ACACCATGGCTGGGTAGTTCGAGGGGTTTTTGCGTTAGCTTTAAGGGCAA 

CTCCATCCTATGAAGATTTTGTGGCCGCGTTAACCGTAAAGGAAGGTGAC 

CACCGGAAAjSAAGCTTTCAGTATTGGGATGCAGAGGGACCTCAGCCTTTA 

CCTCCCTGCCATGAAGAAGCAGATGGCCATACTGGACGCTTTATAAGAGG 

TCCATGGGCTGGAATCTGATGAGGTTGTATGATGGCTGCTGGGCAGCACC 

TCCTAACTTCAGGGAATAAAGTGCTAAAGTGTTTTGTTGCCCTACTTAAT 

TTCCAGCAACAGCCTCAACCCTCTCCAACCCCTTCACCTGGGGGGATGGA 

CAGGAGGTGGCAAAACCCAGTGCTTTTATAATTTTTAAAATGCATATGTG 

TTTTGTTTAAAGATCAAGGTGCTATATATTTCAGTTCAGCAGGCCTACTG 

GAAACCAAATGATAAGCTGCTGTAGACTTGAACAGCAAGTTATAAGAGCA 

GATTTAACAAACAAA 

(hinDQanFAPP2) 

or a variant, firagment, fusion or deiivative thereof. 



References for foil length sequences of centatirm-P2 and AtPHl are given 
in Example 1, for example in Table 1. Polynucleotides encoding fiiU-length 
centaurin-p2 or AtPHl are excluded &om the polynucleotides of the 
invention. 



It wUl be appreciated that sequences encoding olher full length TAPP, PEPP 
and FAPP polypeptides, for example oAer mammalian TAPP polypeptides. 
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may be obtained by routine use of methods well known to those skilled in 
the art, making use of the sequences shown above. Thus PGR methods may 
be used, particularly methods developed to generate 5' cDNA sequences 
(for example, the **RACE" method, as well known to those skilled in the 
5 art). Such methods may be used in conjunction with sequence database 
analysis^ for exanople EST database analysis and sequencing, as well known 
to those skilled in the art 

It will be appreciated that an expressed sequence tag (EST) clone is not a 
10 recombinant polynucleotide as defined above as it lacks sequences 
necessary for the translation and therefore expression of the expressed 
sequence tag. EST sequences may be cloned in the vector Uni-ZAP XR, 
pT7T3D-Pac, pBluescript SK-, Lafinid B A or pCMV-SP0RT2 vector. 

15 A polynucleotide conqnising a fragment of the recombinant polynucleotide 
encoding a polypeptide of the invention or a variant, fragment, fusion or 
derivative may also be useful. Preferably, the polynucleotide comprises a 
fragment which is at least 10 nucleotides in length, more preferably at least 
14 nucleotides in length and still more preferably at least 18 nucleotides in 

20 length. Such polynucleotides are useful as PGR primers. A polynucleotide 
contqilementaiy to the polynucleotide (or a fragment thereof) encoding a 
polypeptide of the invention or a variant, fragment, fusion or derivative may 
also be useful. Such complementary polynucleotides are well known to 
those skilled in tiie ait as antisense polynucleotides. 

25 

The polynucleotide or recombinant polynucleotide of tiie invention may be 
DNA or RNA, preferably DNA. The polynucleotide may or may not 
contain introns in the coduig sequence; preferably the polynucleotide is a 
cDNA. 
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A •Variation" of the polynucleotide includes one which is (i) usable to 
produce a protein or a fragment thereof which is in turn usable, for example 
a processed polypeptide as described above, or to prepare antibodies which 
specifically bind to the protein encoded by the said polynucleotide or (ii) an 
antisense sequence corresponding to the gene or to a variation of type (i) as 
just defined. For exanq)le, different codons can be substituted which code 
for the same amino acid(s) as the original codons. Alternatively, the 
substitute codons may code for a different amino acid that will not affect the 
activity or immunogenidty of the protein or which may improve or 
otherwise modulate its activity or immunogenidty. For example, site- 
directed mutagenesis or other techniques can be employed to create single 
or multiple mutations, such as replacements, insertions, deletions, and 
transpositions, as described in Botstein and Shortle, "Strategies and 
i^^Kcations of In Vitro Mutagenesis'* Science, 229: 193-210 (1985), 
which is incorporated herein by reference. Since such modified 
polynucleotides can be obtained by tiie j^jplication of known techniques to 
the teachings contained herein, such modified polynucleotides are within 
the scope of the claimed invention. 

Moreover, it will be recognised by those skilled in the art that tiie 
polynucleotide sequence (or fiagments thereof) encoding a polypeptide of 
the invention can be used to obtain other polynucleotide sequences that 
hybridise with it under conditions of high stringency. Such polynucleotides 
includes any genomic DNA, Accordingly, the polynucleotide of the 
invention includes polynucleotide that shows at least 80%, preferably 85%, 
and more preferably at least 90% and most preferably at least 95% 
homology with the polynucleotide identified in the method of the invention, 
provided that such homologous polynucleotide encodes a polypeptide which 
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is usable in at least some of the methods described below or is oflierwise 
useful. Moreover, it will be recognised by ihose skilled in the art that the 
polynucleotide sequence (or fragments thereof encoding a polypeptide of 
the invention can be used to obtain other polynucleotide sequences that 
5 hybridise with it under conditions of high stringency. Such polynucleotides 
includes any genomic DNA. Accordingly, the polynucleotide of the 
invention includes polynucleotide that shows at least 60%, preferably 70%, 
and more preferably at least 80% and most preferably at least 90% 
homology with tiie polynucleotide identified in the method of the invention, 
10 provided that such homologous polynucleotide encodes a polypeptide which 
is usable in at least some of the methods described below or is otherwise 
usefiil. As noted above, a polynucleotide encoding full length centaurin-p2 
or AtPHl is not a polynucleotide of the invention. 

15 Per cent homoIo©r can be determined by, for example, the GAP program of 
the University of Wisconsin Genetic Computer Group. 

DNA-DNA, DNA-RNA and RNA-RNA hybridisation may be performed in 
aqueous sohition containing between O.IXSSC and 6XSSC and at 

20 temperatures of between 55**C and 70T. It is well known in the art that the 
higher the tenq)erature or the lower the SSC concentration the more 
stringent the hybridisation conditions. By *liigh stringracy" we mean 
2XSSC and 65°C. IXSSC is 0.15M NaCI/0.015M sodium citrate. 
Polynucleotides which hybridise at high stringency are included within the 

25 scope of the claimed invention. 

•'Variations" of the polynucleotide also include polynucleotide in which 
relatively short stretches (for example 20 to 50 nucleotides) have a high 
degree of homology (at least 80% and preferably at least 90 or 95%) with 
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equivalent stretches of the polynucleotide of the invention even though the 
overall honaology between the two polynucleotides may be much less. This 
is because important active or binding sites may be shared even when the 
general architecture of the protein is different. 

5 

A variety of methods have been developed to operably link polynucleotides, 
especially DNA, to vectors for example via complementary cohesive 
termini. Suitable methods are described in Sambrook et a/(1989) Molecular 
Cloning, A Laboratory Manual, Cold Spring Harbor Laboratoiy, Cold 
10 Spring Harbor, NY. 

A desirable way to modify the DNA encoding a polypeptide of the 
invention is to use the polymerase chain reaction as disclosed by Saild et al 
(1988) Science 239, 487-491. This method may be used for introducmg tiie 
15 DNA into a suitable vector, for exan^ple by engineering in suitable 
restriction sites, or it may be used to modify the DNA in other useful ways 
as is known in the art. 

In this method the DNA to be en2ymatically amplified is flanked by two 
20 specific primers which themselves become incorporated into the amplified 
DNA. The said sfpedfic primers may contain restriction endonuclease 
recognition sites which can be used for cloning into e^q)ression vectors 
using methods known in the art. 

25 The DNA (or in the case of retroviral vectors, RNA) is then expressed in a 
suitable host to produce a polypeptide comprising the compound of the 
invention. Thus, the DNA encoding the polypeptide constituting the 
compound of the invration may be used in accordance witii known 
techniques, appropriately modified in view of the teachings contained 
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herein, to construct an expression vector, which is then used to transform an 
appropriate host cell for the expression and production of the polypeptide of 
the invention. Such techniques include those disclosed in US Patent Nos. 
4,440,859 issued 3 April 1984 to Rutter et al, 4,530,901 issued 23 July 1985 

5 to Weissman, 4,582,800 issued 15 April 1986 to Crowl, 4,677,063 issued 30 
June 1987 to Mark et al, 4,678,751 issued 7 July 1987 to Goeddel, 
4,704,362 issued 3 Novemher 1987 to Itakura et al, 4,710,463 issued 1 
December 1987 to Murray, 4,757,006 issued 12 July 1988 to Toole, Jr. et 
al, 4,766,075 issued 23 August 1988 to Goeddel et almd 4,810,648 issued 7 

10 March 1989 to Stalker, all of which are incorporated hereiii by referrace. 

The DNA (or in the case of retroviral vectors, RNA) encoding the 
polypeptide constituting the compound of the invention may be joined to a 
wide variety of other DNA sequences for introduction into an appropriate 
15 host The companion DNA will depend upon flie nature of the host, the 
manner of the introduction of the DNA into the host, and whether episomal 
maintenance or integration is desired. 



Generally, the DNA is inserted into an expression vector, such as a plasmid, 
20 in proper orientation and correct reading frame for expression. If necessary, 
the DNA may be linked to the appropriate transcriptional and translational 
regulatory control nucleotide sequences recognised by the desired host, 
although such controls are generally available m the expression vector The 
vector is then introduced into the host through standard techniques. 
25 Generally, not all of the hosts will be transformed by the vector. Therefore, 
it will be necessary to select for transformed host cells. One selection 
technique involves incorporating into the e3q>ression vector a DNA 
sequence, with any necessary control elements, tiiat codes for a selectable 
trait in the transformed cell, such as antibiotic resistance. Alternatively, the 
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gene for such selectable trait can be on another vector, which is used to co- 
transfonn the desired host cell. 

Host cells that have been transformed by the recombinant DNA of the 
5 invention are then cultured for a sufiBcient time and under appropriate 
conditions known to those skilled in the art in view of the teachings 
disclosed herein to permit ihe expression of the polypeptide, which can then 
be recovered. 

10 Many e^xression systems are known, including bacteria (for example E. 
coli and Bacillus subtilis)^ yeasts (for example Saccharomyces cerevisiae\ 
filamentous fimgi (for example AspeigiUus), plant cells, animal cells and 
insect cells. 

15 The vectors include a prokaryotic replicon, such as the ColEl ori, for 
propagation in a prokaryote, even if the vector is to be used for expression 
in otiier, non-prokaryotic, cell types. The vectors can also include an 
appropriate promoter such as a prokaryotic promoter capable of directing 
the expression (transcription and translation) of the genes in a bacterial host 

20 cell, such as E. coliy transformed therewith. 

A promoter is an expression control elemmt formed by a DNA sequence 
that permits binding of RNA polymerase and transcription to occur. 
Promoter sequences compatible with exemplary bacterial hosts are typically 
25 provided in plasnud vectors containing convenient restriction sites for 
insertion of a DNA segment of the present invention. 
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Typical prokaiyotic vector plasmids are pUClS, pUC19, pBR322 and 
pBR329 available from Biorad Laboratories, (Richmond, CA, USA) and 
pTrc99A and pKK223-3 available from Pharmacia, Piscataway, NJ, USA. 

A typical mammalian cell vector plasmid is pSVL available from 
Pharmacia, Piscataway, NJ, USA. This vector uses the S V40 late promoter 
to drive expression of cloned genes, the highest level of expression being 
found in T antigen-producing cells, such as COS-1 cells. 

An exan^le of an inducible mammalian expressi(»i vector is pMSG, also 
available from Pharmacia. This vector uses the glucocorticoid-inducible 
promoter of the mouse mammary tumour virus long terminal repeat to drive 
expression of the cloned gene. 

As described in Exan^le 1, the pEBG-2T e?qpression vector may be used to 
e:q>ress GST fusion proteins in eukaryotic cells, for example in 293 cells 
(human embryonic kidney cells). 

Useful yeast plasmid vectors are pRS403-406 and pRS413-416 and are 
generally available from Stratagene Cloning Systems, La Jolla, CA 92037, 
USA. Plasmids pRS403, pRS404, pRS405 and pRS406 are Yeast 
bitegcating plasmids (Yips) and incorporate the yeast selectable markers 
fflS3, TRPl, LEU2 and URA3. Plasmids pRS413-416 are Yeast 
Centromere plasmids (YCps). 

Useful yeast plasmid vectors are pRS403-406 and pRS413-416 and are 
generally available from Stratagene Cloning Systems, La Jolla, CA 92037, 
USA. Plasmids pRS403, pRS404, pRS405 and pRS406 are Yeast 
Integrating plasmids (Yips) and incorporate the yeast selectable markers 
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HIS3, TRPl, LEU2 and URA3. Plasmids pRS413-416 are Yeast 
Centromere plasmids (YCps). 

The present invention also relates to a host cell transformed with a 
5 polynucleotide vector construct of the present invention. The host cell can 
be either prokaryotic or eukaryotic. Bacterial cells are preferred prokaiyotic 
host cells and typically are a strain ofE. coli such as, for example the E. 
coli strains DH5 available from Bethesda Research Laboratories Lie., 
Bethesda, MD, USA, and RRl available from the Amaican Type Culture 

10 Collection (ATCC) of RockviUe, MD, USA (No ATCC 31343). Preferred 
eukaryotic host cells include yeast, insect and mammaKan cells, preferably 
vertebrate cells such as those from a mouse, rat, monkey or human 
fibroblastic cell line. Yeast host cells include YPH499, YPH500 and 
YPH501 vMxh arc generally available from Stratagene Cloning Systems, 

15 La Jolla,CA 92037, USA. Preferred mammalian host cells inchide Chinese 
hamster ovary (CHO) cells available from the ATCC as CCL61, NIH Swiss 
mouse embryo cells NIHy3T3 available from &e ATCC as CRL 1658, and 
monkey kidney-derived COS-1 cells available from the ATCC as CRL 
1650. Preferred insect cells are Sf9 cells which can be transfected with 

20 baculovirus expression vectors. 

Transformation of ^iproprkte cell hosts with a DNA construct of the 
present invention is accomplished by well known methods fliat typically 
depend on the of vector used. WiHi regard to transformation of 
25 prokaryotic host cells, see, for example, Cohen et a/(1972) Proc. Natl. 
Acad. Sci. USA 69, 2110 and Sambrook et a/(1989) Molecular Cloning, A 
Laboratory Manual, Cold Spring Harbor Laboratory, Cold Spring Harbor, 
NY. Transformation of yeast cells is desoibed in Sherman et a/(1986) 
Mediods In Yeast Genetics, A Laboratory Manual, Cold Spring Harbor, 
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NY. The method of Beggs (1978) Nature 275, 104-109 is also useful. With 
regard to vertebrate cells, reagents usefiil in transfecting such cells, for 
example calcium phosphate and DEAE-dextran or liposome formulations, 
are available fix)m Stratagene Qoning Systems, or Life Technologies Inc., 
5 Gaithersburg, MD 20877, USA. 

Electtoporation is also useful for transforming and/or transfecting cells and 
is weU known in the art for transforming yeast cell, bacterial cells, insect 
cells and vertebrate cells. 

10 

For example, many bacterial species may be transformed by the methods 
described in Luchansky et a/(1988) Mol Microbiol 2, 637-646 
incorporated herein by reference. The greatest number of transformants is 
consistently recovered following electroporation of the DNA-cell mixture 
15 suspended in 2.5X PEB using 6250V per cm at 25:FD. 

Methods for transformation of yeast by electroporation are disclosed in 
Becker & Guarente Methods EnzymoL 194, 182. 

20 Success&Uy transformed cells, ie cells that contain a DNA construct of the 
present invention, can be identified by weU known techniques. For 
example, cells resulting firom the introduction of an expression construct of 
the present invention can be grown to produce the polypeptide of the 
invention. Cells can be harvested and lysed and their DNA content 

25 examined for the presence of the DNA using a method such as that 
described by Southern (1975) MoL Biol 98, 503 or Berent et a/(1985) 
Biotech. 3, 208. Alternatively, the presence of the protein in the supernatant 
can be detected using antibodies as described below. 
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In addition to directly assaying for the presence of recombinant DNA, 
successful transformation can be confirmed by well known immunological 
methods when the recombinant DNA is capable of directing the ejqwression 
of the protein. For example, cells successfully transformed with an 
5 expression vector produce proteins displaying appropriate antigenicity. 
Samples of cells suspected of beiag transformed are harvested and assayed 
for the protein using suitable antibodies. 

Thus, in addition to the transformed host cells themselves, the present 
10 invention also contemplates a culture of those cells, preferably a 
monoclonal (clonally homogeneous) culture, or a culture derived from a 
monoclonal culture, in a nutrient medium. 

A further aspect of the invention provides a method of makmg the 
15 polypeptide of the invention or a variant, derivative, fragment or fusion 
thereof or a fiision of a variant, fragment or derivative the method 
comprising culturing a host cell conqnising a recombinant polynucleotide 
or a replicable vector which encodes said polypeptide, and isolating said 
polypeptide or a variant, derivative, fragment or fusion thereof or a fusion 
20 of a variant, fragment or derivative from said host cell. Methods of 
cultivating host cells and isolating recombinant proteios are well known in 
the art. 

The invention also includes a polypeptide, or a variaint, fragment, derivative 
25 or fusion thereof, or fusion of a said variant or fragment or derivative 
obtainable by the above method of the invention. 



A still further aspect of the invention provides an antibody reactive towards 
a polypeptide of the invention, for example TAPP, PEPP or FAPP, or a 
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fiagment thereof. It is preferred that tiie antibody is not an antibody 
reactive towards centaiirm-p2 or AtiPHl . 

It is preferred that the antibody does not react substantially with another 
5 polypeptide comprising a PH domain. Accordingly, it may be preferred if 
peptides based on the TAPP, PEPP or FAPP sequence are used which vary 
significantly fiiom any peptides found in any other PH domains, for example 
in the polypeptides indicated in part A of Table 1. 

10 Antibodies reactive towards the said polypeptide of the invention may be 
made by methods well known in the art In particular, the antibodies may 
be polyclonal or monoclonal. 

Suitable monoclonal antibodies which are reactive towards the said 
15 polypeptide may be prepared by known techniques, for example those 
disclosed in 'Monoclonal Antibodies: A manual of techniques", H Zola 
(CRC Press, 1988) and in **Monoclonal Hybridoma Antibodies: Techniques 
and Applications", SGR Hurrell (CRC Press, 1982). 

20 In a preferred embodiment the antibody is raised using any suitable peptide 
sequence obtainable fix)m the given amino acid sequence, for example of 
TAPP, PEPP or FAPP, It is preferred if polyclonal antipeptide antibodies 
are made. In a prefenred mbodiment of the invention, an antibody of the 
invention is capable of preventing or dismpting the interaction between a 

25 polypeptide of the invention or a fragment thereof and an interacting 
polypeptide identified by tiie method of the invention described above, or a 
phosphoinositide. Such antibodies are believed to be usefiil in medicine, for 
example in treating cancer or promoting apoptosis. 
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Peptides in which one or more of the amino acid residues are chemically 
modified, before or after the peptide is synthesised, may be used providing 
that the function of the peptide, namely tiie production of specific antibodies 
in vivo, remains substantially unchanged. Such modifications include 

5 forming salts with acids or bases, especially physiologically acceptable 
organic or inorganic acids and bases, forming an ester or amide of a 
temiinal carboxyl group, and attaching amino add protecting groups such 
as N-t-butoxycarbonyl. Such modifications may protect the peptide from in 
vivo metabolism. The peptides may be present as single copies or as 

10 multiples, for example tandem repeats. Such tandem or multiple repeats 
may be sufficiently antigenic themselves to obviate the use of a carrier. It 
may be advantageous for the peptide to be formed as a loop, with the N- 
terminal and C-tenninal ends joined together, or to add one or more Cys 
residues to an end to increase antigenicity and/or to allow disulphide bonds 

15 to be formed. If the peptide is covalently linked to a carrier, preferably a 
polypeptide, then the anangement is preferably such that the peptide of the 
invention forms a loop. 

According to current immunological theories, a carrier function should be 
20 present in any immunogenic formulation in order to stimulate, or enhance 
stimulation of^ the inomune system. It is thought that the best carriers 
embody (or, together with the antigen, create) a T-cell epitope. The 
peptides may be associated, for exan[iple by cross-lmking, with a separate 
carrier, such as serum albumins, myoglobins, bacterial toxoids and keyhole 
25 limpet haemocyanin. More recently developed carriers which induce T-cell 
help in the immune response include the hepatitis-B core antigen (also 
called the nucleocapsid protein), presumed T-cell epitopes such as Thr-Ala- 
Ser-Gly-Val-Ala-Glu-Thr-Thr-Asn-Cys, beta-galactosidase and the 163-171 
peptide of interleukin-1. The latter compound may variously be regarded as 
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a carrier or as an adjuvant or as both. Alternatively, several copies of the 
same or different peptides of the invention may be cross-linked to one 
another in this situation there is no separate carrier as such, but a carrier 
function may be provided by such cross-linking. Suitable cross-linking 
5 agents include those listed as such in the Sigma and Pierce catalogues, for 
example glutaraldehyde, carbodiimide and succinimidyl 4-(N- 
maleiinidomethyl)cyclohexane-l-carboxylate, the latter agent exploiting the 
"SH group on the C-teiminal cysteine residue (if present). 

10 If the pq)tide is prepared by e?q>ression of a suitable nucleotide sequence in 
a suitable host, then it may be advantageous to express the peptide as a 
fusion product with a peptide sequence which acts as a carrier. Kabigen*s 
^"Ecosec^' system is an example of such an arrangement. 

15 The peptide of the invention may be linked to other antigens to provide a 
dual effect. 

It will be appreciated that other antibody-like molecules may be usefiil in 
the practice of the invention including, for example, antibody fragments or 
20 derivatives which retain their antigen-binding sites, syntiietic antibody-like 
molecules such as single-chain Fv fragments (ScFv) and domain antibodies 
(dAbs), and other molecules with antibody-like antigen bmding motifs. 
Such antibody-like molecules are included by the term antibody as used 
herein. 

25 

It will be appreciated that peptidomimetic compounds may also be useful in 
the practice of the invention. Thus, by ^^polypeptide" or "peptide" we 
include not only molecules in which amino acid residues are joined by 
peptide (-CO-NH-) linkages but also molecules in which the peptide bond is 
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reversed Such retro-inverso peptidomimetics may be made using methods 
known in the art, for example such as those described in et al 

(1997) Immunol 159, 32i(i-ym, incorporated herein by reference. This 
approach involves making pseudopeptides containing changes involving the 
5 backbone, and not the orientation of side chains. Meziere et al (1997) show 
that, at least for MHC class n and T helper cell responses, these 
pseudopeptides are useful. Retro-inverse peptides, which contain NH-CO 
bonds instead of CO-NH peptide bonds, are much more resistant to 
proteolysis. 

10 

Similarly, the peptide bond may be dispensed with altogether provided that 
an appropriate linker moiety which retains the spacing between the Ca 
atoms of the amino acid residues is used; it is i>artiGularly preferred if the 
linker moiety has substantially the same charge distribution and 
IS substantially the same planarity as a peptide bond. 

It will be appreciated that the peptide may convenientiy be blocked at its N- 
or C-terminus so as to help reduce susceptibiHty to exoproteolytic digestion. 

20 A further aspect of the invention provides a polypeptide of the mvention, or 
a firagment, fiision, variant or derivative thereof, or fiision of a fiagment, 
variant or derivative, for example TAPP, PEPP or FAPP or a fragment 
thereof for use in medicine. Preferences for the said variant, fragment, 
derivative or fusion or a fusion of a variant, fragment or derivative are as 

25 indicated above. 

A further aspect of the invmtion provides a nucleic acid of the invention for 
use in medicine. 
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A further aspect of the invention provides a compound of the invention or 
other conq)onnd identifiable by or identified in a screening assay of the 
invention or an antibocfy of the invention for use in medicine. 

5 Conditions or diseases in which the polypeptides, polynucleotides, 
compounds or antibodies of the invention may be particularly usefid are 
indicated above. 

10 A further aspect of the invention provides an interacting polypeptide of the 
invention or nucleic add of the invention or antibody of the invention for 
use in medicine. A still further aspect of the invention provides a 
pharmaceutical corcposition comprising a polypeptide (including firagments, 
variants, derivatives and fuions), interacting polypeptide, nucleic acid, 

15 antibody and/or compound of the invention and a pharmaceutically 
acceptable carrier. A suitable carrier will be known to those skilled in the 
art. 

The polypeptide, interacting polypeptide, polynucleotide, compound, 
20 antibody, composition or medicament of the invention may be administered 
in any suitable way, usually parenterally, for example intravenously, 
mtraperitoneally or intravesically, in standard sterile, non-pyrogenic 
formulations of diluents and carriers. The polypeptide, interacting 
polypeptide, polynucleotide, compound, antibody, composition or 
25 medicament of tiie invention may also be administered in a localised 
manner, for example by injection. In general, the compoimd is administered 
orally, although this is not preferred for peptides. The compound may be 
administered intravenously, parenterally or subcutaneously, altiiough these 
are not preferred. 



wo 02/12276 



86 



PCT/GBOl/03481 



A derivative or fiision of a polypeptide of the invention or variant, fragment 
or fusion fliereof which may be paiticiilarly usefiil, for example in medicine, 
may comprise the polypeptide of the invention or variant, fragment or 
ftision therof and a further portion. It is preferred that the said further 
portion confers a desirable feature on the said molecule; for exaniple, the 
portion may useful in detecting or isolating the molecule, or promoting 
cellular uptake of the molecule or the interacting polypeptide. The portion 
may be, for example, a radioactive moiety, a fluorescent moiety, for 
example a small fluorophOTC or a green fluoresceat protein (GFP) 
fluorophore, as well known to those skilled in the art. The moiety may be 
an immunogenic tag, for example a Myc, FLAG or HA (haemagglutinin) 
tag, as known to those skilled in the art or may be a lipophilic molecule or 
polypeptide domain that is capable of promoting cellular uptake of the 
molecule or the interacting polypeptide, as known to fliose skilled in the art, 
for example as characterised for a Drosophila polypeptide (see, for 
example, Derossi et al (1998) Trends Cell Biol 8, 84-87). Further useful 
tags include a tag that is capable of being phosphorylated, for example a tag 
capable of being phosphorylated by protein kinase A, Such a tag may be 
useful in introducing a radioactive label, for example ^^P or ^^P, onto the 
polypeptide. 

Compounds, identifiable in the screening method, which mimic the effect of 
a particular phosphoinositide on a polypeptide, for exanq)le TAPP, PEPP or 
FAPP, are believed to be useful in treating diabetes and/or other conditions 
as indicated above. Compounds identifiable in the screening methods of the 
invention that inhibit binding of a phosphoinositide to the said polypeptide 
are believed to be useful in treating cancer. Compounds may be used, for 
example, for treatment of diabetes by switching on insulin-stimulated signal 
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transduction pathways or for the treatment of cancer by inhibiting cell 
proliferation or promoting ^optosis. Compounds may also be useful in the 
modulation or resolution of inflammation or platelet activation, as discussed 
above. 

5 

It will be appreciated that certain compoimds found in the screening 
methods may be able to enhance cell proliferation in a benelBcial way and 
may be useful, for example in the regeneration of nerves or m wound 
healing. 

10 

Thus, a furflier aspect of the invention provides a method of treating a 
patient in need of modulation of the activity of a said polypeptide of the 
invention, for example TAPP, PEP? or FAPP or with an mflammatory or an 
ischaemic disease, cancer Q)articularly melanoma), diabetes, thrombosis or 

15 a defect in glycogen metabolism (or at risk of such a condition), the method 
comprising administering to the patient an effective amount of a compound 
of flie invention or a polypeptide of flie invention or a variant, fiagment, 
fusion or derivative or a fiision of a variant, fragment or derivative. By 
inflammatory disease is included immune systrai disorders, for example 

20 autoimmune diseases, as will be apparent to those skilled in the art» 

A further aspect of the invention provides the use of a compound of the 
invention or a polypeptide of the invention or a variant, fragment, fusion or 
derivative or a fusion of a variant, fiagment or derivative in the manufacture 
25 of a medicament for treatment of a patient m need of modulation of the 
activity of a polypeptide of the invention, for example TAPP, PEPP or 
FAPP, or with an inflammatory or an ischaemic disease, cancer (particularly 
melanoma), diabetes, thrombosis or a defect in glycogen metabolism (or at 
risk of such a condition). 
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A further aspect of the invention provides a compound cq)able of altering 
the expression of a polypq)tide of the invention, for example TAPP, PEPP 
or FAPP. The said compound may be an antisense molecule or ribozyme 

5 directed (for example, capable of binding to a polynucleotide encoding 
TAPP, PEPP or FAPP under physiological conditions) against a 
polynucleotide encoding a polypeptide of the invention, for example TAPP, 
PEPP or FAPP. A further aspect of the invention provides a compound 
capable of altering the ^ression of a polypeptide of tiie invention, for 

10 example TAPP, PEPP or FAPP, for use in medicine, A still forther aspect 
of the invention provides the use of a compound capable of altering the 
e^qwression of a polypeptide of the invention, for example TAPP, PEPP or 
FAPP in the manufacture of a medicament for the treatment of a patient in 
need of modulation of the activity of a polypeptide of the invention, for 

15 GXBxaplc TAPP, PEPP or FAPP or with an inflammatory or an ischaemic 
disease, cancer (particularly melanoma), diabetes, thrombosis or a defect in 
glycogen metabolism (or at risk of such a condition). 

It will be appreciated that the nucleic acid of the invention may be an 
20 antisense oligonucleotide, for example an antisense oligonucleotide directed 
against a nucleic acid encoding a polypeptide of the invention such as the 
human TAPP, PEPP or FAPP gene. Antisense oligonucleotides are single- 
stranded nucleic acid, which can specifically bind to a complementary 
nucleic acid sequence. By binding to the appropriate target sequence, an 
25 RNA-RNA, a DNA-DNA, or KNA-DNA duplex is fomied. These nucleic 
acids are often termed "antisense'' because they are complementary to the 
sense or coding strand of the gene. Recentiy, formation of a triple helix has 
proven possible where the oligonucleotide is bound to a DNA duplex. It 
was found that oligonucleotides could recognise sequences in the major 
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groove oftheDNA double helix. A triple helix was fonned thereby. This 
suggests that it is possible to synthesise a sequence-specific molecules 
which specifically bind double-stranded DNA via recognition of major 
groove hydrogen binding sites. 

5 

The nucleic acid of the invention may be an antisense oligonucleotide, for 
example an antisense oligonucleotide directed against a nucleic acid 
encoding a polypeptide of the invention such as the human TAPP, PEPP or 
FAPP gene or an interacting polypeptide of the invention, which may be a 

10 receptor molecule. Antisense oligonucleotides are single-stranded nucleic 
acid, which can specifically bind to a complementary nucleic acid sequence. 
By binding to the appropriate target sequence, an RNA-RNA, a DNA-DNA, 
or RNA-DNA duplex is fonned These nucleic acids are often termed 
"antisense" because they are complementary to flie sense or coding strand 

15 of the grae. Recently, formation of a triple helix has proven possible where 
the oligonucleotide is bound to a DNA diq>lex. It was found that 
oligonucleotides could recognise sequences in the major groove of the DNA 
double helix. A triple helix was formed thereby. This suggests that it is 
possible to synthesise a sequence-specific molecules which specifically bind 

20 double-stranded DNA via recognition of major groove hydrogen binding 
sites. 

By bmding to the target nucleic add, the above oligonucleotides can inhibit 
the function of the target nucleic acid. This could, for exanq>le, be a result 
25 of blockmg the transcription, processing, poly(A)addition, replication, 
translation, or promoting inhibitory mechanisms of the cells, such as 
promoting RNA degradations. 
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Antisense oligonucleotides are prepared in the laboratory and then 
introduced into cells, for example by microinjection or iqjtake from flie cell 
culture medium into the cells, or Aey are expressed in cells after 
transfection with plasmids or retroviruses or other vectors carrying an 
antisense gene. Antisense oligonucleotides were first discovered to inhibit 
viral replication or e3q)ression in cell culture for Rous sarcoma virus, 
vesicular stomatitis virus, herpes simplex virus type 1, simian virus and 
influenza virus. jSioce then, inhibition of mRNA translation by antisense 
oligonucleotides has been studied extensively in cell-free systems including 
rabbit reticulocyte lysates and y/bieat germ extracts. Inhibition of viral 
function by antisense oligonucleotides has been demonstrated in vitro using 
oligonucleotides which were complementary to the AIDS HIV retrovirus 
RNA (Goodchild, J. 1988 "Inhibition of Human Immunodeficiency Virus 
Replication by Antisense Oligodeoxynucleotides", Proc. Nati. Acad. Sci. 
(USA) 85(15), 5507-11). The Goodchild study showed that 
oligonucleotides that were most effective were complementary to the 
poly(A) signal; also effective were those targeted at the 5' end of the RNA, 
particularly the cap and 5' untranslated region, next to the primer binding 
site and at the primer binding site. The cap, 5' untranslated region, and 
poly(A) signal lie witfiin flie sequence repeated at the ends of retrovirus 
KNA (R regi(m) and the oligonucleotides complementary to these may bind 
twice to the RNA. 

Oligonucleotides are subject to being degraded or inactivated by cellular 
endogenous nucleases. To counter this problem, it is possible to use modified 
oligonucleotides, eg havmg altered intemucleotide linkages, in which the 
naturally occurring phosphodiester linkages have been replaced with another 
Knkage. For example, Agrawal et al (1988) Proc Natl. Acad. Sci. USA 85, 
7079-7083 showed mcreased mhihition in tissue cultuiB of HTV-l usmg 
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oligonucleotide phosphoraxnidates and phosphorothioates. Sarin et al (1988) 
Proa Natl Acad. ScL USA 85, 7448-7451 demonstrated increased inhibition 
of HIV-1 using oligonucleotide methylphosphonates. Agrawal et al (1989) 
Proc. Natl Acad. Sci. USA 86, 7790-7794 showed inhibition of HIV-1 
5 replication in both early-infected and chronically infected cell cultures, using 
nucleotide sequence-specific oligonucleotide phosphorothioates. Leither et al 
(1990) Proc. Natl. Acad. Sci. USA 87, 3430-3434 report inhibition in tissue 
culture of influenza virus replication by oligonucleotide phosphorothioates. 

10 Oligonucleotides having artificial linkages have been shown to be resistant to 
degradation in vivo. For exan:5)le, Shaw a/ (1991) in Nucleic Acids Res. 19, 
747-750, report that othawise unmodified ohgonucleotides become more 
resistant to nucleases in vivo when th^ are blocked at the 3D ^d by certain 
cstpping structures and tiiat uncapped oligonucleotide phosphorothioates are 

15 not degraded wivrvo. 

A detailed description of the H-phosphonate approach to synthesising 
oligonucleoside phosphorothioates is provided in Agrawal and Tang (1990) 
Tetrahedron Letters 31, 7541-7544, tiie teachings of which are hereby 

20 incorporated herein by reference. Syntheses of oligonucleoside 
methylphosphonates, phosphorodifhioates, phosfphoranddates, phosphate 
esters, bridged phosphoramidates and bridge phosphorothioates are known in 
the art See, for example, Agrawal and Goodchild (1987) Tetrahedron Letters 
28, 3539; Nielsen et al (1988) Tetrahedron Letters 29, 2911; Jager et al 

25 (1988) Biochemistry 27, 7237; Uznanski et al (1987) Tetrahedron Letters 28, 
3401; Bannwarth (1988) Helv. Chim. Acta. 71, 1517; Crosstick and Vyle 
(1989) Tetrahedron Letters 30, 4693; Agrawal et al (1990) Proc. Natl Acad. 
Sci USA 87, 1401-1405, the teachings of which are incorporated hercm by 
reference. Olher methods for synthesis or production also are possible. In a 
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preferred embodiment the oligonucleotide is a deoxyribonucleic acid (DNA), 
although ribonucleic add (RNA) sequences may also be synthesised and 
applied. 

5 The oligonucleotides useful in the invention preferably are designed to resist 
degradation by endogenous nucleolytic enzymes. In vivo degradation of 
oligonucleotides produces oligonucleotide breakdown products of reduced 
length. Such breakdown products are more likely to engage in non-specific 
hybridization and are less likely to be eflFective, relative to their fiiH-lengfli 

10 counteiparts. Thus, it is desirable to use oligonucleotides that are resistant to 
degradation in the body and which are able to reach the targeted cells. The 
present oligonucleotides can be rendered more resistant to degradation in vivo 
by substituting one or more internal artificial intemucleotide linkages for tiie 
native phosphodiester linkages, for exainple, by replacing phosphate with 

15 sulphur in flie linkage. Examples of linkages tiiat may be used include 
phosphorotiiioates, methylphosphonates, sulphone, sulphate, ketyl, 
phosphorodithioates, various phosphoramidates, phosphate esters, bridged 
phosphorotiiioates and bridged phosphoramidates. Such examples are 
illustrative, raflier than limiting, since other intemucleotide linkages are 

20 known in tiie art See, for example, Cohen, (1990) Trends in Biotechnology. 
The syntiiesis of oligonucleotides having one or more of tiiese linkages 
substituted for tiie phosphodiester intemucleotide linkages is well known in 
the art, including synthetic pathways for producing oligonucleotides having 
mixed mtemucleotide linkages. 

25 

Oligonucleotides can be made resistant to extension by endogenous en2ymes 
by "capping*' or incorporating similar groups on the 5' or 3' terminal 
nucleotides. A reagent for capping is commercially available as Amino-Link 
fiom ^lied BioSystems Inc, Foster City, CA. Metiiods for coping are 
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described, for example, by Shaw et al (1991) Nucleic Acids Res. 19, 747-750 
and Agrawal et al (1991) Proc. Natl Acad. Sd. USA 88(17), 7595-7599, the 
teachmgs of which are hereby incorporated herein by reference. 

5 A further method of making oligonucleotides resistant to nuclease attack is for 
them to be "self-stabilised" as described by Tang et al (1993) NucL Acids Res. 
21, 2729-2735 incorporated h^in by reference. Self-stabilised 
oligonucleotides have haupin loop stractures at their 3' ends, and show 
increased resistance to degradation by snake venom phosphodiesterase, DNA 
10 polymerase I and fetal bovine serum. The self-stabilised region of the 
oligonucleotide does not interfere in hybridization with complementary 
nucleic adds, and pharmacokinetic and stability studies in mice have shown 
increased in vivo persistence of self-stabiUsed oUgonucleotides with respect to 
fteir linear counterparts. 

15 

It will be appreciated that antisense agents also include larger molecules 
which bind to said interacting polypeptide mKNA or genes and substantially 
prevent expression of said interacting polypeptide mRNA or genes and 
substantially prevent expression of said interacting polypeptide. Thus, 
20 expression of an antisense molecule which is substantially complementary to 
said interacting polypeptide is mvisaged as part of the invention. 

The said larger molecules may be expressed from any suitable genetic 
construct as is described below and delivered to the patient Typically, the 
25 genetic constract which expresses flie antisense molecule comprises at least a 
portion of the said interacting polypeptide coding sequence operatively Unked 
to a promoter which can express the antisense molecule in the cell. Suitable 
promoters will be known to those skilled in the art, and may include 
promoters for ubiquitously expressed, for example housekeeping genes or for 
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tissue-spedfic genes, depending upon where it is desired to express the 
antisense molecule. 

Although the genetic construct can be DNA or RNA it is preferred if it is 
5 DNA, 

Preferably, the genetic construct is ad^ted for delivery to a human cell. 

Means and methods of introducing a genetic construct into a cell in an 
10 animal body are known in the art. For example, the constructs of the 
invCTition may be introduced into the cells by any convenient method, for 
example methods involving retroviruses, so that die construct is inserted 
into the genome of the (dividing) cell. 

15 Other methods involve simple delivery of the construct into the cell for 
expression therein either for a limited time or, following integration into the 
genome, for a longer time. An example of the latter approach includes 
Uposomes (Nassander et al (1992) Cancer Res. 52, 646-653). Other 
methods of delivery include adenoviruses carrying extemal DNA via an 

20 antibody-polylysine bridge (see Curiel Prog. Med. Virol 40, 1-18) and 
transferrin-polycation conjugates as carriers (Wagner et al (1990) Proc, 
Natl. Acad. Set USA 87, 3410-3414). The DNA may also be delivered by 
adenovirus wherein it is present within the adenovirus particle. It will be 
appreciated that "naked DNA" and DNA complexed with cationic and 

25 neutral hpids may also be useful in introducing the DNA of the invention 
into cells of the patient to be treated. Non-viral approaches to gene therapy 
are described m Ledley (1995) Human Gene Therapy 6, 1129-1144. 
Alternative targeted delivery systems are also known such as the modified 
adenovhus system described m WO 94/10323 wherein, typically, the DNA 
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is carried within the adenovirus, or adenovirus-like, particle. Michael et al 
(1995) Gene Therapy 2, 660-668 describes modification of adenovirus to 
add a cell-selective moiety into a fibre protein. Mutant adenoviruses which 
replicate selectively in p53-deficient hmnan tumour cells, such as those 
5 described in Bischofif et al (1996) Science 274, 373-376 are also useful for 
delivering the genetic constract of the invention to a cell. Thus, it will be 
appreciated that a further aspect of the invention provides a virus or virus- 
like particle comprising a genetic construct of the invention. Other suitable 
viruses or viras-like particles include HSV, AAV, vaccinia and parvovirus. 

10 

A ribo2yme capable of cleaving the interacting polypeptide RNA or DNA. 
A gene e3q)ressing said ribo2yme may be administered in substantially the 
same and using substantially the same vehicles as for the antisense 
molecules. Ribo2ymes which may be encoded in the genomes of the 

15 viruses or virus-like particles herein disclosed are described in Cech and 
Herschlag "Site-specific cleavage of single stranded DNA" US 5,180,818; 
Altman et al "Cleavage of targeted RNA by RNAse P" US 5,168,053, 
Cantin et al "Ribozyme cleavage of HTV-l RNA" US 5,149,796; Cech et al 
^TINA ribozyme restriction endoribonucleases and methods", US 5, 1 1 6,742; 

20 Been et al 'TRNA ribozyme polymerases, dephosphorylases, restriction 
endonucleases and methods", US 5,093,246; and Been et al *TEtNA 
ribozyme polymerases, dq)hosphorylases, restriction endoribonucleases and 
methods; cleaves single-stranded RNA at specific site by 
transesterification", US 4,987,071, aD incorporated herein by reference. 

25 

The genetic constructs of the invention can be prepared using methods well 
known in the art 
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A further aspect of the mvention provides a method of determiximg the 
susceptibility of a patient (preferably humau) to cancer, particuarly skin 
cancer, still more particularly melanoma, comprising the steps of (i) 
obtaining a sample containing nucleic acid and/or protein from the patient; 
5 and (ii) determining whether the sample contains a level of PEPP nucleic 
acid or protein associated wifli cancer, particuarly skin cancer, still more 
particularly melanoma. 

A further aspect of the invention provides a method of diagnosmg cancer, 
10 particuarly skin cancer, still more particularly melanoma, in a patient 
(preferably human) comprising the steps of (i) obtaining a sample 
containing nucleic acid and/or protein from the patient; and (ii) determining 
whether the sample contains a level of PEPP nucleic acid or protem 
associated with cancer, particuarly skin cancer, still more particulariy 
IS melanoma. 

It will be ^>preciated that determining whether the sample contains a level 
of PEPP nucleic acid or protein associated with cancer may in itself be 
diagnostic of cancer or it may be used by the clinician as an aid in reaching 
20 a diagnosis. 

A further aspect of the invention provides a method of predicting the 
relative prospects of a particular outcome of a cancer, particuarly skin 
cancer, still more particularly melanoma, in a patient (preferably human) 
25 comprising the steps of (i) obtaining a sample containing nucleic acid 
and/or protein from the patient; and (ii) determining whether the sample 
contains a level of PEPP nucleic acid or protein associated with cancer. 
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Thus, the method of the third aspect of the invetition may be useful in 
prognosis or aiding prognosis. The method may be used as an adjunct to 
known prognostic methods such as histopathological examination of biopsy 
tissue or imaging. 

5 

It will be appreciated that determination of the level of the said PEPP in the 
sample will be useful to the clinician in determining how to manage the 
cancer in the patient. 

10 The level of said PEPP which is indicative of cancer may be defined as the 
increased level present in known cancerous cells, for example melanoma 
cells, over known non-cancerous cells, for example normal skin cells. The 
level of said PEPP protein may be, for example, at least VA fold higher in 
cancerous cells, or it may be at least 2-fold or 3-fold higher. 

15 

In one preferred embodiment of the invention it is determined whether the 
level of said PEPP nucleic acid, in particular mRNA, is a level associated 
with cancer. Preferably, the sample contains nucleic acid, such as mRNA, 
and the level of said PEPP is measured by contacting said nucleic acid with 
20 a nucleic acid which hybridises selectively to said PEPP nucleic acid. 

By "selectively hybridising"' is meant that the nucleic acid has sufficient 
nucleotide sequence similarity with the said human nucldc acid that it can 
hybridise under moderately or highly stringent conditions, as discussed 
25 above. As is well known in the art, the stringency of nucleic acid 
hybridization depends on fectors such as length of nucleic acid over which 
hybridisation occurs, degree of identity of the hybridizing sequences and on 
factors such as temperature, ionic strength and CG or AT content of the 



wo 02/12276 PCT/GBOl/03481 

98 

sequence. Thus, any nucleic acid which is capable of selectively 
hybridising as said is useful in Ifae practice of the invention. 

Nucleic acids which can selectively hybridise to the said human nucleic 
5 acid include nucleic acids which have >95% sequence identity, preferably 
those with >98%, more preferably those with >99% sequence identity, over 
at least a portion of the nucleic add with the said human nucleic add. As is 
well known, hiunan genes usually contain introns such fliat, for example, a 
mRNA or cDNA derived fixwn a gene would not match perfectly along its 

10 entire length with the said human genomic DNA but would nevertheless be 
a nucldc acid capable of selectively hybridising to the said human DNA. 
Thus, the invention specifically includes nucldc acids which selectively 
hybridise to said PEPP mRNA or cDNA but may not hybridise to a said 
PEPP gene. For example, nucleic adds which span the intron-exon 

15 boundaries of the said PEPP gene may not be able to selectively hybridise 
to the said PEPP mRNA or cDNA. 

Convenienfly, the nucleic acid capable of selectively hybridising to the said 
human nucleic add such as mRNA and which is used in the methods of the 
20 invention further comprises a detectable label. 

By "detectable label" is included any convenient radioactive label such as 
^^P, ^^P or ^^S which can readily be incorporated into a nucleic acid 
molecule using well known methods; any convenient fluorescent or 
25 chemiluminescent label which can readily be incorporated into a nucleic 
add is also included In addition the term "detectable label" also includes a 
moiety which can be detected by virtue of binding to another moiety (such 
as biotin which can be detected by binding to streptavidin); and a moiety, 
such as an enzyme, which can be detected by virtue of its ability to convert 
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a colourless compound into a coloured compound, or vice versa (far 
example, alkaline phosphatase can convert colourless o- 
nitrophenylphosphate into coloured o-nitrophenol). Conveniently, the 
nucleic acid probe may occupy a certain position in a fixed array and 
5 whetihier the nucleic acid hybridises to the said PEPP nucleic acid can be 
detemiined by reference to the position of hybridisation in the fixed array. 

Primers which are suitable for use in a polymerase chain reaction (PGR; 
Saiki et al (1988) Science 239, 487-491) are preferred. Properties of 
10 suitable PGR primers are discussed above. 

Ik 

The level of said PEPP protein may be determined in a sample in any 
suitable way. It is particularly preferred if the molecule which selectively 
binds to PEPP is an antibody, as discussed above. 

15 

The level of said PEPP which is indicative of cancer may be defined as the 
increased level present in known cancerous cells over known non- 
cancerous. The level may be, for example, at least \Vi fold higher in 
cancerous or metastatic cells, or it may be at least 2-fold or 3-fold higher. 

20 

By **ttie relative amount of said PEPP protein" is meant the amount of said 
VGSC protein per unit mass of sample tissue or per unit number of sample 
cells compared to the amount of said PEPP protein per unit mass of known 
normal tissue or per unit number of normal cells. The relative amount may 
25 be determined using any suitable protein quantitation method. In particular, 
it is preferred if antibodies are used and that the amount of said PEPP 
protein is determined using metiiods which include quantitative western 
blotting, enzyme-linked immunosorbent assays (ELISA) or quantitative 
immunohistochemistry. 
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Where in vivo imaging is used to detect enhanced levels of PEPP protein for 
diagnosis in hnmans, it may be preferable to use '^humanized" chimeric 
monoclonal antibodies. Such antibodies can be produced using genetic 

5 constructs derived from hybridoma cells producing the monoclonal 
antibodies described above. Methods for producing chimeric antibodies are 
known in the art See, for review, Morrison, Science 229:1202 (1985); Oi 
et al, BioTechniques 4:214 (1986); Cabilly et al., U.S. Patent No. 
4,816,567; Taniguchi et al, EP 171496; Morrison et al, EP 173494; 

10 Neuberger et al, WO 8601533; Robinson et al, WO 870267 1; BouKanne et 
al.. Nature 312:643 (1984); Neuberger et al. Nature 314:268 (1985). 

Typical techniques for binding the above-desCTibed labels to antibodies are 
provided by Kennedy et al., CKn. Chim. Acta 70:1-31 (1976), and Schurs 
15 etal, Clin. CSiim. Acta 81:1-40 (1977). Coupling techniques mentioned iq 
Ihe latter are the glutaraldehyde method, the periodate method, the 
dimaleintide method, flie m-maleimidobenzyl-N-hydroxy-succinimide ester 
method, all of which methods are incorporated by reference herein. 

20 A further aspect of the invention comprises a kit of parts useful for 
diagnosing cancer, especially melanoma, comprising an agent which is 
capable of use in detennining tiie level of PEPP protein or nucleic acid in a 
sample. The agent may be a nucleic acid which selectively hybridises to 
PEPP nucleic acid or the agent may be a molecule which selectively binds 

25 to PEPP protein or the agent may be an agent useful in selectively assaying 
the activity of PEPP. 

Preferably, the kit further comprises a control sample containing PEPP 
nucleic acid or protein wherein the control sample may be a negative 
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control (which contains a level of PEPP protein or nucleic acid which is not 
associated with cancer) or it may be a positive control (which contains a 
level of PEPP protein or nucleic acid which is associated with cancer). The 
kit may contain both negative and positive controls. The kit may usefully 
5 contain controls of PEPP protein or nucleic acid which correspond to 
different amounts such that a calibration curve may be made. 

The invention will now be described in detail with reference to the 
following Examples and Figures: 

10 

Figure Legends 

Figure 1. SDS Polyacrylamide gel of purified GST-PH domains. 2 ^g of 

the indicated purified GST PH domain fusions, except for TAPP1[W281L] 
mutant (0.5 |ig), which e3q)ressed poorly, were electrophoresed on a 4-12% 
15 SDS polyacrylamide gel and stained with Coomassie blue. The positions of 
the molecular mass markers (Biorad Precision markers) are indicated. 
TAPPi, TAPP2, centaurin-p2 and pleckstrin-2 constracts were e3q)ressed in 
293 cells and FAPPl, PEPPl, AtPHl, LL5a, LL5p, evectin-2 and PH30 
were expressed in E.colu 

20 

Figure 2. Phosphoinositide binding properties of the novel PH domains. 

The ability of the indicated GST fusion proteins to bind a variety of 
phosphoinositides was analysed using a protein-Upid overlay. Serial 
dilutions of the indicated phosphoinositides (100 pmol, 50 pmol, 25 pmol, 
25 .12.5 pmol, 6.3 pmol, 3.1 pmol and 1.6 pmol) were spotted onto a 
nitrocellulose membranes which were then incubated with the purified GST 
fusion proteins. The membranes were washed and the GST-fusion proteins 
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bound to the membrane by virtue of their interaction witihi lipid were 
detected using a GST antibody. A representative of at least 3 separate 
experiments carried out is shown. 

5 Figure 3. Amino acid sequence and tissue distribution of TAPPl and 
TAPP2. (A) The alignment of the human and mouse TAPPl and TAPP2 
sequences are shown. The identities are shaded in black- The DNA 
sequences encoding tiie human (h) and mouse (m) TAPPl shown are 
available from the NCBI database (accession numbers for human TAPPl 

10 AF286160, mouse TAPPl AF286165, human TAPP2 AF286164 and mouse 
TAPP2 AF286161), The amino add residues corresponding to the N- 
temiinal and C-terminal PH domains are indicated by a solid line and a 
dotted line respectively. The residues that comprise the putative SH3 
domain binding proline rich motif of TAPP2 are boxed. The residues of the 

15 C-terminal PH domain of TAPPl and TAPP2 that make up the PPBM are 
marked indicated (+). The C-terminal Ser-Asp-Val sequence of TAPPl and 
TAPP2 that could interact with proteins possessing a PDZ domain(s) is 
marked with asterisks. The sequence of mouse TAPPl and human TAPP2 
is a partial sequence and the residues that are not known are indicated by a 

20 blank space. (B); TAPPl and TAPP2 cDNAs were labeUed with ^^P using 
random primers (see experimental section) and used to probe a Northern 
blot containing polyA+ RNA isolated from the indicated human tissues and 
cancer cell lines. The blot was washed and autoradiographed. The TAPPl 
and TAPP2 probes were observed to hybridise to a 4 kb and a 6 kb message, 

25 respectively. 



wo 02/12276 



PCT/GBOl/03481 



103 

Figure 4. Comparison of the pliosphoinositide binding properties of the 
N-terminal and C-terminal PH domains of TAPPl and TAPP2. The 

ability of wild type and mutant fonns of full length (FL) and isolated N- 
tenninal (NT) and C-terminal (CT) PH domains of TAPPl and TAPP2 
5 GST-fusion proteins to interact with phosphoinositides were analysed using 
a protein-lipid overlay. Serial dilutions of the indicated phosphoinositides 
(100 pmol, 50 pmol, 25 pmol, 12.5 pmol» 63 pmol, 3.1 pmol and 1.6 pmol) 
were spotted onto a nitrocellulose membrane which was then incubated with 
the indicated purified GST fusion proteins. The membranes were washed 

10 and the GST-fiision proteins bound to the membrane by virtue of their 
interactions with lipid were detected using a GST antibody. A 
representative experiment of three is shown. The isolated N-terminal PH 
domain of human TAPPl comprises residues 1 to 147, the isolated C- 
terminal PH domain of human TAPPl comprises residues 95 to 404, the 

15 isolated N-terminal PH domain of mouse TAPP2 comprises residues 1 to 
131 and the isolated C-terminal PH of mouse TAPP2 comprises residues 
174 to 425. 

Figure 5 Amino acid sequence of human and mouse FAFPl. The 
20 alignment of the fiill length human and mouse FAPPl and partial Xenoiipus 
and zebrafish sequences are shown. The identities are shaded in black. The 
DNA sequences of human (accession number AF286162) and mouse 
FAPPl (accession number AF286163} are available from the NCBI 
database. The partial Xenoptis and zebrafish FAPPl sequences are predicted 
25 from the EST sequences with NCBI accession numbers AW644282 and 
AW174299 respectively. The amino add residues corresponding to the PH 
domain are underlined and the residues that comprise the putative SH3 



wo 02/12276 



PCT/GBOl/03481 



104 

domain binding motif are indicated by a dotted line. The residues of the PH 
domain of FAPPl that make iip the PPBM are marked indicated (+). 



Figure 6. Amino acid sequence and tissue distribution of PEPPl. (A) 

5 The partial sequence of human PEPPl that has been sequenced thus far is 
shown. The amino acid residues corresponding to the PH domain are 
indicated by a soUd line and die residues that could form a putative SIB 
domain binding motif are indicated by a dotted line. The DNA sequence is 
available from the NCBI database (accession number AF2861 66). The 

10 residues of the PH domain of PEPPl that make up the PPBM are marked 
indicated (+). (B) The partial cDNA for PEPPl shown above was labelled 
witii ^^P, using random primers, and used to probe a Northem blot 
containing polyA+ KNA isolated from the indicated human tissues and 
cancer cell lines. The blot was washed and autoradiographed. The iPEPPl 

15 probe was observed to hybridise with a 3 kb message in the melanoma G- 
361 cell line. 

Figure 7. Alignment of PH domains. Identities are indicated in black and 
homolgies in grey. Residues making up the PPBM are indicated with 
20 asterisks. Abbreviations: h, human; m, mouse; b2-cent, p2-centaurin. 

figure 8: Amino acid sequence and tissue distribution of PEPPl, 2 and 

3. (A) The alignment of the fiill length human sequences of PEPPl, PEPP2 
and PEPP3 are shown. The identities are shaded in black. The DNA 
25 sequences of human PEPPl and human PEPP3 are indicated above and in 
NCBI database entries AF286166 and NM_014935. The amino acid 
residues corresponding to the PH domain are indicated by a solid line and 
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the region of homology preceding the PH domain is indicated with a dotted 
line. The residues of the PH domain of PEPPl that make up the PPBM are 
marked indicated (+) and the WW domains of PEPP2 are hoxed. (B) The 
partial cDNA for PEPPl and PEPP2 shown above was labelled with ^^P 
5 using random primers and used to probe a Northern blot containing polyA^ 
RNA isolated from the indicated human tissues and cancer cell lines. The 
blot was washed and autoradiographed. The PEPPl probe was observed to 
hybridise with a 3kb message in the melanoma G-361 cell line and Ifae 
PEPP2 probe hybridised with a 4.6 kb message. 

10 

Figure 9: Amino add and nudeotide sequences of human FAPP2. 

Figure 10: Amino add sequecne alignment of human FAPPl and 
human FAPP2. 

15 

Figure 11: Human FAPP2 spedfieally binds phosphoinositol 4- 
monophosphate (Ptdlns-4P). Methods used are equivalent to those 
specified in the legend to Figure 2. 

20 Example 1: Identification of PH domains with novel phosphoinositide 
binding specificities. 

The second messsenger phospatidylinositol (3,4,5)-trisphosphate 
(PtdIns(3,4,5)P3) is generated by the action of phosphatidylmositol 3-kinase 
25 (PI 3-kinase) and regulates a plethora of cellular processes. An approach for 
dissecting the mechanisms by which these processes are regulated, is to 
identify protems that interact specifically with PtdIns(3,4,5)P3. The 
pleckstrin homology (PH) domain has become recognised as the specialised 



wo 02/12276 



PCT/GBOl/03481 



106 

module used by many proteins to interact with Ptdlns(3,4,5)p3. Recent work 
has led to the identification of a Putative PtdIns(3,4,5)P3 Binding Motif 
(PPBM) at the N-terminal regions of PH domains that interact with this 
lipid. We have identified novel or uncharacterised PH domains possessing a 

5 PPBM and determined their phosphoinositide binding properties. 
Surprisingly, many of the PH domains identified possess unexpected 
phosphoinositide binding specificities and do not bind PtdlQs(3,4,5)p3. 
These include PH domains that interact specifically with PtdIns(3,4)P2 
(TAPPl), PtdIns3P (PEPPl & AtPHl and also PEPP2 and PEPP3), 

10 PtdIns4P (FAPPl) and PtdIns(3,5)P2 (Cetttaurin-p2). 

Abbreviations: ARF, ADP ribosylation factor, DAPPl, dual ad£q)tor for 
phosphotyrosine and 3-phosphoinositides; EST, expressed sequence tag; 
FAPPl, Ptdlns-Four-phosphate AdaPtor Protein-1; GAP, GTPase activating 

15 protem; GST, glutathione-S-transferase; NCBI, National Center for 
Biotechnology Information; PKC, protein kinase C; PDZ, postsynaptic 
density protein (PSD-95)/Drosophila disc large tumour suppressor 
(Dlgytight junction protein (ZOl); PDKl, 3-phosphoinositide-dependent 
protein kmase-l; PH, pleckstrin homology; PEPPl, Ptdlns-thrEe-Phosphate 

20 binding PH domain Protein-1; PI 3-kinase, phosphoinositide 3-kinase; PKB, 
protein kinase B; PPBM, Putative PtdIns(3,4,5)P3 binding motif; PtdLis, 
phosphatidylinositol; TAPP, TAndem PH domain containing ftoteix^ Xaa, any 
amino acid. 

25 Materials All phosphoinositides used in this study were dipahnitoyl 
derivatives obtained fixnn Cell Signals, which were analysed by thm layer 
chromatography and found to nodgrate as single products. Hybond-C extra 
was &om Amersham Pharmacia Biotech, High Fidelity PGR kit from 
Roche, Human tissue (Catalogue number 7780-1), mouse tissue (Catalogue 
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number 7762-1) and human cancer cell line (Catalogue number 11 51 A) 
Multiple Tissue Northern Blots from Qontech, Human Universal cDNA 
Libraiy was from Strategene, pCR 2.1Topo vector and precast SDS 
polyaotylamide gels were from InVitrogen. DAPPl and Grpl [8] were 
expressed as fiision proteins with glutathione-S-transferase (GST) in 293 
cells [4]. The PH domain of human phospholipase C51 (residues 20 to 184) 
fused to GST was expressed in E. colt 

General methods and bufifors. Restriction enzyme digests, DNA 
ligations, site directed mutagenesis mid other recombinant DNA procedures 
were performed using standard protocols, as well known to those skilled in 
the art All DNA constructs were verified by DNA sequencing* 
BufiFer A : 50 mM Tris-HQ pH 7.5, 1 mM EGTA, 1 mM EDTA, 1% (by 
mass) Triton-X 100, 1 mM sodium ortfaovanadate, 50 mM sodium fluoride, 
5 mM sodium pyrophosphate, 0.27 M sucrose, 1 \jM microcystm-LR, 0.1% 
(by vol) p-mercaptoethanol and 'complete' proteinase inhibitor cocktail 
(one tablet per 50 ml, Roche). Buffer B: 50 mM Tris/HQ pH 7.5, 0.1 mM 
EGTA, 10 mM p-mercaptoethanol and 0.27M sucrose. 



Cloning of PH domains and preparation of expression constructs. 
All the human and mouse EST*s were obtained from the LM.A.G.E. 
Consortium [13] and sequenced. The plant EST (accession number 
T04439) encoding a full length clone of AtPHl was obtained from the 
Arabidopsis Biological Research Centre (Ohio University), The 
sequence of each EST was verified and the fiiU length PH domain of 
each EST was amplified by PCR using the Hi-fideUty PCR system with 
primers designed to incorporate a Kozak site, an initiating ATG codon 
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followed by a myc epitope tag and a stop codon after the PH domain. 
The region of each protein that was amplified using the indicated EST 
as template was as follows: human TAPPl (residues 95 to 404, 
accession number AI216176), mouse TAPP2 (residues 174 to 425, 
5 accession number AAl 11410), human FAPPl (residues 1 to 99, 
accession number W32183), Arabidopsis thaliana AtPHl (full length 
protein, residues 1 to 145, accession number, T04439), human PEPPl 
(sequence in Fig 6 Ser-Ala-Ser to Aig-Pro-Ghi, accession number 
N31123), mouse centaurin-P2 (residues 266 to 390, accession number 

10 AA967911), putative human homologue of rat LL5a (sequence Ser- 
Glu-Ser-Ala . to Ghi-Phe-Met-Asn, accession number AA863428), 
putative human isofomi of LL5a which we have termed LL5p 
(sequence Arg-Lys-Glu-Asp to His-Phe-Leu-Leu, accession number 
AA461369), mouse pleckstrin-2 (residues 1 to 249, accession number 

15 AI326844), human evectm-2 (residues 1 to 167, accession number 
AA101447) and human PH30 (sequence Asn-Ser-Ser-Ile to Ile-Ser- 
Asp-Ala, accession number AI827615). The PGR products were 
resolved on 1% agarose, gel purified, cloned mto Ihe pCR2.1 TOPO 
vector, sequenced and subcloned into the E.coli pGEX-4T-l expression 

20 vector or the mammalian pEBG2T vector that codes for the expression 
of these proteins with a GST tag at the N-terminus. 

Expression of GST-PH domains in E.coU. The pGEX-4T-l constructs 
encoding the PH domains of FAPPl, AtPHl, PEPPl, LL5a, LL5p, evectin- 
25 2 and PH30 were transformed into BL21 E.coli cells and a 0,5L culture was 
grown at 37 in Luria Broth containing 100 |xg/ml ampicillin, until the 
absorbance at 600 nm was 0.6. 250 jiM isopropyl-p-D-galactosidase was 
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added and the cells ciiltured for a fiirfher 16 h at 26 ^C. The cells were 
resuspraded in 25 ml of ice-cold Buffer A and lysed by one round of freeze 
thawing and the lysates sonicated to fragment the DNA. The lysates were 
centrifuged at 4°C for 30 min at 20, 000 x g, the supernatant filtered through 

5 a 0.44 micron filter and incubated for 60 min on a rotating platform with 1 
ml of glutathione-Sepharose previously equilibrated in Buffer A. The 
suspension was centrifuged for 1 min at 3000 x g, the beads washed three 
times with IS ml of Buffer A containing 0.5 M NaCl, and then a fiir&er ten 
times with 15 ml of Buffer B. The protein was eluted from the resin at 

10 ambient temperature by incubation with 2 ml of Buffer B containing 20 mM 
glutathione, and the beads removed by filtration through a 0.44 micron 
filter. The elual^ was divided into aliquots, snap fix>zen in liquid nitrogen, 
and stored at -SO^'C. 

15 Expression of GST-FH domains in human embryonic Iddney 293 cells. 
As the PH domains of TAPPl, TAPP2, centaurin-p2, and pleckstrin-2 were 
significantly degraded wheu expressed in bacteria (data not shown), these 
were expressed as GST fiision proteins in human embryonic kidney 293 
cells. For the expression of each construct, twenty 10 cm diameter dishes of 

20 293 cells were cultured and each dish transfected with 5 ]ig of the pEBG-2T 
construct, using a modified calcium phosphate method [14]. 36 h post- 
transfection, the cells were lysed in 1 ml of ice-cold Buffer A, the lysates 
pooled, centrifuged at 4**C for 10 min at 13, 000 x g and the GST-fiision 
proteins were purified by afGnity chromatography on glutathione-Sepharose 

25 and stored as described above. 
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Cloning TAPPl, TAPP2 , FAPPl and PEPPl. FuU length human TAPPl, foil 
length mouse TAPP2, partial mouse TAPPl, partial human TAPP2, and foil 
length human and mouse FAPPl sequences were deduced by sequencing the EST 
clones Usted in Table 3. Several EST clones possessed identical sequences, and 
5 had the same in-frame stop codon 5* to the predicted initiating ATG codon and 
possessed a stop codon at the same position at the 3' end of the gene. The 
constructs used to express foil Imgfh and deletion mutants of TAPPl and TAPP2 
were generated by PCR» using as a tenq)late ESTs encoding foil length human 
TAPPl (accession number AI216176) and foil length mouse TAPP2 (accession 
10 number AAl 11410). The PGR primers used were designed to incorporate a Kozak 
site, and an initiating ATG codon followed by a Flag epitope tag and the resulting 
PGR product was subcloned into the pEBG2T mammalian expression vector. 

aoning of PEPPl and FAPPl^ A Stratagene Human Universal cDNA 
15 Library was screened with a DNA probe corresponding to the PH domains 
of PEPPl and FAPPl and we were able to isolate a clone encoding each of 
these proteins using this q>proach. The partial sequence of PEPPl that 
contains the S'end of the coding sequence was obtained by sequencing of 
ESTs with NCBI accession numbers N49341and N31123. To obtain a foil 
20 length cDNA encoding PEPPl, we screened a Stratagene Human Universal 
cDNA Library with a DNA probe corresponding to the N-terminal 15 to 
169 residues of PEPPl and we isolated a foil length PEPPl cDNA which 
had a stop codon 5' to the predicted initiating ATG codon an open reading 
frame encoding 779 amino acids followed by a stop codon. Interrogation of 
25 the EST databases with the full length PEPPl sequ4ence identified 2 closely 
related isoforms of this protein termed PEPP2 and PEPP3. The sequence of 
human PEPP2 was deduced by sequencing the following EST clones: 
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Al 808805 (kidney), AA232124(bram), W91917 (foetal Uver and spleen) 
and AI638629 (germ cell line). The sequence of PEPP2 is likely to be full 
length as there is a stop codon 5* to the predicted initiating ATG codon. 
ESTs relating to PEPP3 are AI739438, BE303674 and F23241 . 

5 

Northern Blot Analysis. cDNA corresponding to fiill length human 
TAPPl, partial human TAPP2 (residues 18 to 304), partial human PEPPl 
(residues encoding sequence Ser-Ala-Ser to Arg-Pro-Gln), partial human 
PEPP2 (residues 154 to 654) and mouse partial mouse centaurin-p2 
10 (residues 266 to 390) were ^^P-labelled by random priming using a multi- 
prime DNA labelling kit (Am^ham Pharmacia). These probes were then 
used to screen Northern blots using R^id-Hyb Buffer (Amersham 
Pharmacia) according to tiie protocol provided by the manufacturer. 

15 Protein-Lipid overlay. To assess the phosphoinositide binding properties 
of each PH domain, a protein-lipid overlay assay was performed using the 
GST fusion proteins as described previously [4, 15]. Briefly, 1 pi of lipid 
solution containing 1-100 pmol of phospholipids dissolved in a mixture of 
choroform:methanol:water (1:2:0.8) was spotted onto Hybond-C extra 

20 membrane and allowed to dry at room tempemture for 1 h. The membrane 
was blocked in 3% (by mass) fetty add-free BSA in TBST (50 mM 
Tris/HQ pH 7.5, 150 mM NaQ and 0.1% Tween-20 (by vol) for Ih. The 
membrane was then incubated overnight at 4 with gentle agitation in the 
same solution containing 0.2 |xg/ml of the indicated GST fusion protein. 

25 The membranes were washed 6 times over 30 min in TBST and then 
incubated for Ih with 1/1000 dilution of anti-GST monoclonal antibody 
(Sigma). The membranes were washed as before, then incubated for Ih with 
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1/5000 dilution of anti-mouse-HRP conjugate (Pierce). Finally, the 
membranes were washed 12 times over Ih in TEST and the GST-fosion 
protein bound to the membrane by virtue of its interaction with 
phospholipid was detected by enhanced chemiluminescence. 

5 

BIACore measurements of PH domain-lipid interactioiis. 

Kinetic analyses of the interactions between the GST PH domain fiisions 
and the polyphosphoinositides were made using surface plasmon resonance 
based procedures as described previously [4, 16], with the following 

10 modifications. The mole percentage of the test polyphosphoinositide was 
reduced from 1 % to 0.1%. This helped to minimise any mass transport 
limitation in the binding interaction and increased the rate of lipid 
hnmobilisation on the chip. The intracellular buffer was supplemented to 
0.27 M sucrose to reduce the bulk refractive index changes associated with 

15 the addition of Buffer B. Proteins were injected over the monolayers at 
concentrations ranging from 1 pM to 10 nM. Data were analysed using the 
bimolecular interaction model and the global fitting feature of the 
BIAevahiation 3 software for several sensorgrams at different protein 
concentrations. GST PH domain binding to phosphoinositides does not fit 

20 well to this model due to the slow dissociation of flie protein &om the 
surface [4, 16]. Therefore, the aflSnity of binding of these proteins to 
polyphosphoinositides is likely to be overestimated by this method and the 
results are therefore stated as apparent equilibrium dissociation constants 
for comparative purposes. The relative binding afiBnities of each protem 

25 relative to the binding of fiiU length GST-TAPPl to PtdIns(3,4)P2 were also 
calculated. 
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Results. 

Identification of novel or uncharacterised PH domains. The 

NCBI/EMBL/PDB EST databases were interrogated with the amino 
acid sequences encoding tiie PH domains of hmnan PKBo, PDKl, Gipl 
and DAPPl. These searches revealed 11 partial sequences (see Table 1) 
encoding either novel or previously uncharacterised PH domain- 
containing proteins possessing at least 5 of the 6 conserved residues in 
the PPBM (Table 1). We cloned the entire PH domain of each of these 
proteins (see experimental section) which are named in Table 1. They 
were expressed in E. coli or hmnan embryonic 293 cells as fusions to 
glutathione S-transferase (GST) and purified by afiSnity 
chromatography on glutathione-Sepharose. Homogeneous Coomassie 
blue-staining bands were observed for each product and these proteins 
migrated with the expected molecular masses on SDS-polyacrylamide 
gel electrophoresis (Fig 1). 

We studied die specificity and affinity of interaction of the PH domains 
for phosphoinositide lipids using eiflier a "protein-lipid overlay" assay 
[4] (Fig 2) or the more quantitative surface plasmon resonance based 
approach [16] (Table 2). For the protein-lipid overlay assay, serial 
dilutions of phosphoinositides were spotted on to a nitrocellulose 
membrane and incubated with the indicated GST PH domain fiision 
protein or GST-DAPPl (that binds PtdIns(3,4,5)P3 and PtdIns(3,4)P2 
[4]), GST-GRPl (that binds only PtdIns(3,4,5)P3 [8]) and GST- 
phospholipase C81 (that binds only PtdIns(4,5)P2 (Ferguson et al 
(1995) Cell 83, 1037-1046)) as controls. The membranes were then 
washed and immunoblotted with a GST antibody to detect GST fusion 
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proteins bound to the membrane by virtue of their interaction with lipid. 
For the surface plasmon resonance based assay, the apparent Kd values 
of the GST PH domain fusion proteins resulting from their interaction 
with a supported lipid monolayer containing a low mole fraction of 
5 phosphoinositide, was deterarined (Table 2). Both these assays yielded 
comparable results for the lipid binding specificities and relative 
afiBnities of the PH domains that we have isolated As discussed below, 
6 of the PH domains we identified, did not bind to PtdIns(3,4,S)p3 or 
j?n-l-stearoyl-2-arachidonyl-D-PtdIns(3,4,5)P3 (data not shown), but 

10 interacted with other phosphoinositides with varying affinity and 
specificity. In contrast, the PH domains derived from proteins termed 
LL5a [17], a previously undescribed closely related isoform to LL5a 
which we have teraied LL5p, pleckstrin-2 [18, 19], and a protein that 
we have called PH30, which displays 70% identity to the nuclear dual- 

15 specificity phosphatse [20] (accession number AAC39675), interacted 
with several phosphoinositides (Fig 2). The PH domain of a protem of 
unknown fimction, termed evectin-2, which localises to post-golgi 
membranes [2l] showed moderate aflBnity for PtdLis(3,4,5)P3 but also 
interacted more weakly with several other phosphoinositides (Fig 2). 

20 None of the PH domains whose lipid binding properties were 
investigated in Fig 2, mteracted with phosphaticfylcholine, 
phosphatidylethanolamine, phosphatidylserine or phospatidylinositol in 
the protein-lipid overlay assay (data not shown). 

25 TAPPl and TAPP2 bind specifically to PtdIns(3,4)P2. Two of the novel 
sequences identified encoded related proteins which were temied TAPPl 
and TAPP2 (Table 1). Qones encoding the fiill length human TAPPl 
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(accession number AF286160) and mouse TAPP2 (accession number 
AF286161) as well as a partial mouse TAPPl (accession number 
AF286165) and human TAPP2 (accession number AF286164), were 
isolated as described in the Methods section. Human TAPPl is a protein of 
5 404 amino acids and mouse TAPP2 is a protein of 425 amino acids (Fig 
3A). A stop codon immediately 5' to the predicted initiating ATG codon 
indicates that both human and mouse TAPPl and TAPP2 protein sequences 
are fiiU length. Analysis of the TAPPl and TAPP2 sequences revealed the 
presence in each protein of two PH domains, of which only the C-terminal 

10 PH domain possesses the PPBM (Fig 3A). Hence these proteins were 
termed TAPP for TAndem PH domain containing ftotein. The amino acid 
sequences of TAPPl and TAPP2 are 58% identical over the first 300 amino 
acids, which encompasses both of the PH domains. There is litfle homology 
between flie C-terminal 100 residues of TAPPl and TAPP2, except that 7 out of 

15 the 11 C-terminal amino acids of TAPPl and TAPP2 are identical. The last 3 
residues of TAPPl and TAPP2 conform to the minimal sequence motif (Ser/Ihr- 
Xaa-Val/Die [22, 23]) required for binding to a PDZ domain. T^art fiom two 
proline rich regions towards the C-tenninus of TAPP2, which could forai a 
binding site for an SHQ domain (Fig 3), no other known catalytic domains are 

20 present Interrogation of the NCBI human genome database with the TAPPl 
sequence indicated that it is located on chromosome 10q253-q26.2. Although the 
genomic firagment that encompases TAPP2 (accession number AC067817) has 
been sequenced, its chromosomal location is not yet known. 

25 The isolated C-temiinal PH domains of TAPPl and TAPP2 (which possess 
the PPBM), when expressed as GST-fiision proteins, interacted wifli 
PtdIns(3,4)P2 but did not bind to PtdIns(3,4,5)P3 or any other 
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phosphoinositides tested (Fig 2). Surface plasmon resonance studies 
indicated that the isolated C-terminal PH domain of TAPPl and TAPP2 
interacted with PtdIns(3,4)P2 with apparent Kd values of 5 nM and 30 nM, 
respectively (Table 2). The N-terminal PH domain of TAPPl and TAPP2 

5 failed to interact with any phosphoinositide tested (Fig 4A and Table 2). 
The fall length GST-TAPPl (Fig 4A and Table 2) and fall length GST- 
TAPP2 (Fig 4 C and Table 2) interacted specifically wilh PtdIns(3,4)P2. 
Mutation of the conserved Arg212 to Leu in the PPBM of the C-tetminal 
PH domain of TAPPl abolished the mteraction of both full length TAPPl 

10 and the isolated C-tenninal PH domain wifli PtdIns(3,4)P2 (Fig 4B). 
Mutation to Leu of the residue (Arg28) in the N-terminal PH domain of 
TAPPl that Ues m the equivalent ix>sition to Arg212 in the C-terminal PH 
domain, did not ajBfect the interaction of fall length GST-TAPPl witii 
PtdIns(3,4)P2 (Fig 4B). As expected, the mutation to Leu of the conserved 

15 Trp residue (Trp281) found m all PH domains, abolished the interaction of 
the isolated C-terminal PH domain of TAPPl with PtdIns(3,4)P2 (Fig 4B). 

The tissue distribution of TAPPl and TAPP2 mRNA was investigated by 
Northern blot analysis. TAPPl was detected as a 4 kb transcript in all 

20 tissues examined with the highest levels observed in skeletal muscle, spleen, 
lung, thymus and placenta (Fig 3B). TAPP2 was detected as a 6 kb 
transcript in all tissues examined with the higlhest levels observed m heart 
and kidney (Fig 3B). We identified many ESTs encoding TAPPl and 
TAPP2 in the databases derived fi'om several tissues (Table 3), indicating 

25 that TAPPl and TAPP2 are widely expressed proteins. 
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FAPPl is a specific PtdIns4P binding protein. The identified PH domain 
termed FAPPl (Table 1), possessing Gin instead of Lys or Arg at the third 
conserved residue of the PPBM, exhibited a high afiBnity for PtdIns4P (K^ 
20 nM), but did not bind to any other phosphoinositide (Fig 2 & Table2). 
5 The full length human and mouse FAPPl sequences (Fig 5) were deduced 
from the sequencing of ESTs listed in Table 3. Human FAPPl encodes a 
protein of 300 amino acids and a stop codon immediately 5' to die predicted 
initiating ATG codon indicates that both the human and mouse FAPPl 
protem sequences are full Imgfh, Inteiiogation of the human genome NCBI 

10 database indicated that the FAPPl gene was located on an unmapped region 
of chromosome 2 (accession number NT_003398). Analysis of the FAPPl 
sequence revealed the presence of an N-tenninal PH domain and a proline 
rich region located towards the C-terminus that could mediate binding to 
SH3 domains (Fig 5). FAPPl is likely to be expressed widely, because 27 

15 EST clones encoding this protein were derived from several tissues (Table 
3). However, FAPPl may not be an abundant transcript as we were unable 
to detect significant levels of FAPPl mRNA expression in any tissue or cell 
line examined (data not shown). 

20 FAPP2 also binds specifically to PtdIns4P. 

Plant AtPHl and mammalian PEPP bind PtdIns3P specifically. Two of 

the PH domains that were identified, termed AtPHl and PEPPl (Table 1), 
exhibited significant alBBnity for PtdIns3P (K^ of 325 nM), but did not bind 
25 to any other phosphoinositide (Fig 2 and Table 2). AtPHl is a small 145 
residue Arabidopsis protein, whose physiological role is unknown. It 
consists of one PH domain with a short N-terminal extension and is 
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expressed in all plant tissues [24]. PEPPl is a novel manunaHan protein, 
whose partial sequence (Fig 6A) and fiill length sequence (Fig 8A) we have 
deduced from sequencing of several ESTs (Table 3). The partial sequence is 
likely to conqmse the N-terminal end of PEPPl as there is an in-ftame stop 
5 codon 5' to the predicted initiating ATG codon. The PH domain of PEPPl 
is located at the N~terminal region of PEPPl. There are also 2 proline rich 
regions that could comprise SH3 binding sites. Analysis of the NCBI human 
genome database shows that the PEPPl gene is located on an unmapped 
region of chromosome 19 (accession number AC026803). The tissue 

10 distribution of PEPPl mRNA was first investigated by Northern blot 
analysis, which indicated that PEPPl was either not expressed or only 
e^qpressed to a very low level in the panel of 12 tissues that we examined 
(Fig 6B)- We also carried out a Northern blot analysis using a panel of 8 
different human cancer cell lines (Fig 6B). Interestingly, PEPPl mRNA was 

15 expressed at very high levels in a melanoma cancer cell line as a 3 kb 
fi:agment, but was not significantly expressed in the other 7 non-melanoma 
cancer cell lines that were investigated (Fig Further evidence which 
suggests that PEPPl may be selectively expressed in melanoma or 
melanocytes is that the three human EST clones encoding PEPPl that we 

20 have identified thus far are derived from either a melanoma or a melanocyte 
cDNA Kbrary (Table 3). 

Interrogation of the NCBI database with the PEPPl sequence revealed 2 
other proteins that appear to be related isoforms of PEPPl termed PEPP2 
25 and PEPP3. The identity between these protems is most notable in the PH 
domain, especially in the region that encompasses the PPBM as well as a 
region of 30 amino acids that precedes the PH domain. PEPPl, PEPP2 and 
PEPP3 are poorly conserved in the region C-terminal to the PH domain (Fig 
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8A). PEPP2, but not PEPPl or PEPP3 also possesses two WW domains 
(Rotin (1998) Curr Top Microbiol Immunol 228, 115-133) in a region N- 
terminal to the PH domain (Fig 8A). PEPP2 may be more widely expressed 
than PEPPl as Northern Blot analysis shows that PEPP2 mRNA is present 

5 in high levels in heart and ki(hiey and also expressed at a lower level in 
other tissues. PEPP3 may not be an abundant transcript as we were unable 
to detect significant levies of PEPP3 mRNA expression in any tissue or cell 
line examined (data hot shown). The four PEPP3 ESTs that are present in 
the database are derived firom brain, colon, mammary giland and skeletal 

10 muscle (see methods). PEPP2 and PEPP3 are also considered to bind 
PtdIns3P. 

Centaariii-P2 is a PMIns(3,5)P2 binding protein. Human centaurin-p2 is 
an imcharacterised 778 amino acid protein (cloned by T. Jackson and 

15 colleagues. University College London, accession number CAB41450), 
possessing a PH domain (residues 267-363) followed by a putative ARE 
GAP domain (residues 399-520) and tinee anlqain repeats at its C-temiinus. 
The PH domains of both mouse and human centaurin-p2 possess Asn 
instead of a Lys or Arg at the third conserved residue of the PPBM (Table 

20 1). The PH domain of mouse centaurin-p2 exhibited moderate afSnity for 
PtdIns(3,5)P2 but did not bind to any other phosphoinositide tested (Fig 2). 
Centaurin-P2 is likely to be a widely expressed protein as 12 EST clones 
encoding it were derived from several tissues and Northem blot analysis 
indicated that mouse centaurin-p2 was expressed as a 4.5 kb fragment in all 

25 tissues investigated (data not shown). 
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Discussion 

The PH domains identified thus far that bind specifically to PtdIns(3,4,5)P3, 
or to PtdIns(3,4,5)P3 and PtdIns(3,4)P2, possess a PPBM (Table 1). 
However, the finding in this study that PH domains possessing a perfect or 
5 near perfect PPBM consensus, do not always interact with PtdIns(3,4,5)P3 
specifically, emphasises that residues lying outside the PPBM also influence 
the interaction of many PH domains with phosphoinositides. It therefore 
seems unlikely that it will be possible to predict the lipid binding specificity 
of a PH domain based on its primary antiino acid sequence alone. This is 

10 consistent with structural studies showing that residues lying outside of the 
PPBM also form direct contacts with &e inositol phosphate moieties of 
phosphoinositides [12, 25]. Previous studies have demonstrated fliat PLC61 
which also possesses a PPBM, does not bind to PtdIns(3,4,5)P3 with high 
afBnity [25]. It has been proposed that, in this case, the short loop between 

15 the pi and P 2 strands of the PH domain of PLCSj compared to that found 
in other PH domains that bind to PtdIns(3,4,5)P3, may account for this 
observation [25]. 

There has been considerable debate as to whether PtdIns(3,4)P2 regulates 
20 the same physiological processes as PtdIns(3,4,5)P3, as it is formed as a 
breakdown product of PtdIns(3,4,5)P3 and many of the PH domains that 
interact with PtdIns(3,4,5)P3 also bind to PtdIns(3,4)P2 (as discussed in the 
introductory section above). However, the finding that agonists such as 
hydrogen peroxide, [26] and crosslinking of platelet integrin receptors [27], 
25 elevate PtdIns(3,4)P2 without increasing PtdIns(3,4,5)P3, suggest that 
PtdIns(3,4)P2 may be able to regulate physiological processes distinct &om 
those controlled by PtdIns(3,4,5)P3. TAPPl and TAPP2 (Fig 3) are the first 
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proteins to be identified that interact with PtdIns(3,4)P2 specifically and 
may therefore be key mediators of cellular responses that are regulated 
specifically by this second messenger. Although, there are no apparent 
homologues of TAPPl and TAPP2 present in the completed genome of 
5 Drosophila, Celegans or iS. cerevisiae, there are ESTs encoding a TAPPl 
homologue derived firom zebrafish and chicken (Table 3). Further studies 
are required to characterise the physiological role of TAPPl and TAPP2, 
but it is possible that they fimction as adaptor proteins to recruit proteins 
that interact with them to cellular membranes in response to extracellular 

10 signals that lead to the generation of PtdIns(3,4)P2. However, it is possible 
that the in vitro lipid binding properties of TAPPl and TAPP2, as well as 
the other PH domain containing proteins that we have characterised in this 
study, could dififer fi-om their in vivo binding specificities. It is also possible 
that the inositol polyphosphate head groups of the phosphoinositides, rather 

15 than the phosphoinositides themselves, could be the natural Ugands for 
these proteins. The N-terminal PH domain of TAPPl and TAPP2, rather 
than interacting with lipids, may mediate protein-protein interactions as they 
did not interact with any phosphoinositide that we tested (Fig 4A). TAPPl 
and TAPP2 could also potentially interact with proteins containing PDZ 

20 domains through their C-temiinal Ser-Xaa-Val residues and TAPP2 could 
bind to SH3 domains through two proline rich motifi located towards its C- 
terminus. 

To our knowledge, tbe only PH domain previously shown to bind PtdLis4P 
25 with some specificity is derived firam a plant Ptdlns 4-kinase which also 
interacts weaMy with PtdIhs(4,5)P2 [28]. In contrast, FAPPl (Fig 5) only 
binds Ptdlns 4P and does not interact with PtdIns(4,5)P2 (Fig 2, Table 2). A 
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key role of Ptdlns 4P in mammalian cells is to act as an intermediate in the 
synthesis of Ptdlns(4,5)p2. Apart from a PH domain and a putative SH3- 
binding proline-rich motif, FAPPl does not possess a cataljrtic domain Hmt 
would indicate a role in regulating the synthesis or breakdown of Ptdbis4P 
5 in cells. There are no apparent homologues of FAPPl in Drosophila^ 
C.elegans or S, cerevisiae; however ESTs encoding FAPPl have been 
identified in zebrafish md Xenopus (Fig 5 and Table 3). 

Genetic studies carried out in yeast have demonstrated that PtdlnsSP 
10 plays an important role in regulating golgi to vacuole or lysosome 
membrane trafBcking as well as endosome function [29]. Several 
proteins (e.g. EEAl) regulating tiiese processes have been found to 
interact with RdlnsBP through a particular type of Zinc finger domain 
(known as the FYYE domain) [30]. To our knowledge the only other 
15 PH domain-containing protein other than PEPPl and AtPHl , previously 
reported to mteract with PtdlnsSP is phospholipase Cpl[31]. However 
phospholipase Cpi may be less specific for PtdIns3P than PEPPl and 
AtPHl, as it also possessed significant afiGnity for PtdIns(4,5)P2 and 
PtdIns(3,4,5)P3 [31]. The evidence indicates that phospholipase Cpl 
20 may be recruited to plasma membranes through an interaction of its PH 
domain with both Ptdlns 3P (or other phosphoinositide) and the Gpy 
regulatory subunits [31, 32]. 

A potentially interesting feature of PEPPl, is that its expression may be 
25 restricted to melanoma and or melanocytes as Norfliem blot analysis 
indicated tiiat PEPPl was expressed at very high levels ia a melanoma 
cell line, but not in 7 other non-melanoma cancer cell lines or 12 tissues 
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that were investigated (Fig 6B). Further work is required to determine 
whether PEPPl expression is elevated in all melanoma cells compared 
to normal melanocytes. It is interesting that a closely related 
homologue of PEPPl, termed PEPP2, appears to be more widely 
5 expressed (Fig 8B). PEPP2 and PEPP3 possess a very similar sequence 
surrounding the PPBM of their PH domains indicating that they may 
also interact with PtdlnsSP, 

Plant cells contain high levels of PblfasBP as well as PtdIns(3,4)P2 but 
10 no PtdIns(3,4,5)P3 has been detected [33], consistent with the apparent 
lack of Class 1 A PI 3-lcmases in plants. AtPHl is flie first plant protein 
that has been shown to interact with PtdIns3P and may play an 
important role as an ad^tor protein in regulating signalling processes in 
plants that are mediated by PtdIns3P. There are no apparent 
15 homologues of PEPPl or AtPHl in Drosophila, Celegans or S. 
cerevisiae. 

The ARF family of GTP binding proteins regulate membrane ttajfficking 
and the actin cytoskeleton [34]. A family of ARF GAP proteins, 

20 collectively termed centaurins, have been identified and all possess one or 
more PH domains and an ARF GAP catalytic domain [35]. The PH domain 
on centaurin-al interacts with PtdIns(3,4,5)P3 and centaurin-al is recruited 
to cell membranes after PI 3-kinase is activated [7]. Recentiy centaurin-P4 
has been shown to be activated by the interaction of its PH domain with 

25 RdIns(4,5)P2 and, in contrast to centaurin-al, does not bind to 
PtdIns(3,4,5)P3 [36]. The finding in tiais paper that the uncharacterised ARF 
GAP protem named centaurin"p2 interacts with PtdIns(3,5)P2 albeit with 
moderate aflSnity, suggests that centaurin-p2 may be regulated by this lipid. 
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Further investigation is required to estabKsh whether PtdIns(3,5)P2 can lead 
to the activation of centaurin-pZ. No protein has previously been shown to 
interact specifically with PtdIns(3,5)P2 and the physiological processes 
regulated by this lipid are not known. In yeast, Ptd[ns(3,5)P2 is generated in 
5 response to osmotic stress [37] by phosphorylation of PtdIns3P at the D5 
position by a kmase termed Fabl[38, 39]. There are putative homologues of 
centaurin-.p2 in Drosophila (accession number 7595986) and Celegans 
(accession number 4225944) winch possess about 30% overall identity to 
human centaurin-p2. 

10 

In summary, this Example describes a group of novel PH domain 
containing proteins lhat possess interesting phosphoinositide binding 
specificities. TAPPl, TAPP2, FAPPl and AtPHl may fimction as 
adaptor molecules as fliey possess no obvious catalytic moieties. In 
15 order to further define the physiological processes that are regulated by 
the PH domain-containing proteias described in this paper it may not 
only be important to knock out these proteias in cells and mice but also 
to identify the proteins that they interact with. 
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Example 2: Identification of interacting polypeptides 



Polypeptides interacting with TAPPl, TAPP2, PEPPl, PEPP2, PEPP3 or 
FAPP (for example FAPPl or FAPP2) are identified using yeast two hybrid 
5 methods and/or immunoprecipitation/coprecipitation methods. The methods 
are performed on stimulated and unstimulated cells; polypeptides that 
interact with TAPPl, TAPP2, PEPPl, PEPP2, PEPP3 or FAPP (for example 
FAPPl or FAPP2) in one cell state only (or to different extents in the 
dilBFerent cell states) are of particular interest The mettiods may also be 

10 performed (for comparison) with mutated TAPPl, TAPP2, PEPPl, PEPP2, 
PEPP3 or FAPP polypeptides, for example mutants which do not bmd the 
relevant phosphoinositide. Coprecipitated polypeptides are analysed by 
microsequendng and mass spectrometry. The amino acid sequence 
information is used to identify/isolate polynucleotides encoding the amino 

IS acid sequence, using standard inolecular biology techniques. 

Example 3: Phosphoinositide detection and enzyme assays 

Particular enzymes, such as particular lipid phosphatases or inositol lipid 
20 kinases, may be assayed usmg flie PH domains described herein, for 
example using TAPPl, TAPP2, PEPPl, PEPP2, PEPP3 or FAPP (for 
example FAPPl or FAPP2). The assay system makes use of flie ability of 
the PH domains to bmd specifically to PtdIns(3,4)P2, PtdIhs3P, PtdIns4P or 
PtdIhs(3,5)P2 but not capable of binding to PtdIns(3,4,5)P3, when the 
25 phosphoinositide is the product (or substrate) of a lipid kinase or 
phosphatase reaction. The PH domain may be used as a recombinant 
protein fused to a reporter tag such as a green fluorescent protem or labelled 
with a fluorescent chromophore. 
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For example, a Class n PI3 kinase may generate RdlnsSP, which may be 
measured using PEPP or AtPHL A PI4 kinase generates PtdIns4P, which 
may be measured using FAPP, Fablp[38, 39] generate Ptd(3,5)P2, which 
may be measured using centaurin-P2. Alternatively, changes in the 
5 substrate for an enzyme may be measured. For example, Fablp converts 
PtdIns3P to PtdIns(3,5)P2 and a PH domain which binds to PtdIns3P (for 
example the PH domain of PEPPl or AtPHl) may be xised to monitor the 
level of PtdlnsSP and thereby Fablp activity. 

10 The group of 5' phosphatases target PtdIns(3,4,5)P3 and also PtdIns4,5P2, to 
yield PtdIhs4P. Thus, FAPP may be used in measuring such 5' phosphatase 
activity. FAPP may also be useful in monitoring a 4' phosphatase, for 
example Saclp fix>m yeast and homologues thereof, which appears to be 
specific for dephosphoiylating PtdIns4P to phosphoinositide (see, for 

15 example, Hughes et al (2000) Bichem J 350(2), 337-352; Nemoto et al 
(2000) J Biol Chem 275(44), 34293-24305 (rat homologue); Hughes et al 
(2000) J Biol Chem 275(2), 801-808). 

A FRET (fluorescence resonance energy transfer) system may be used. A 
20 soUud phase assay with the substrate lipid bound to the sur&ce of a 
microtitre plate may be used. PH domain binding to the product formed in 
the immobilised lipid layer is detected by time resolved FRET. 



For example, substrate lipids in a lipid layer incorporating a donor 
25 chromophore immobilised in wells of a 96 well microtitre plate are 
incubated with the appropriate enzyme (or sample to be tested for the 
appropriate enzyme) hi the presence of the s^propriate recombinant PH 
domain fused to green fluorescent protein (GFP; including mutant GFPs, as 
discussed above) and ATP. The PH-GFP bmds specifically to the product 
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(or in an alternative, fhe substrate) and in doing so is brought into close 
enough proximity with the chromophore in the lipid layer for FRET to 
occur. This ntiay be detected using methods well known to those skilled in 
IhearL 

5 

This system does not use radioisotopes; does not require separation of 
reaction products, allowing the system to be used in high throughput 
screens; does not use lipid vesicles, thereby reducing "false positives" in 
inhibitor screens due to vesicle dismption by the test compound; and may 
10 be used for several enzymes, depending on the hpid and PH domains 
chosen. 

The system may be used for making real time measurements throughout the 
course of the reaction. Other methods (for example using radioisotopes) 

15 may be suitable only for taking measurements at predetermined time points. 
This may make the present assay system more informative and easier to 
opemte, for exanq)le because changes in the activity of the enzyme 
preparation can be more easily compensated for, for example by making 
measurements over a shorter or longer period depending on the level of 

20 activity of the enzyme, as well known to the skilled person. 

la alternative arrangements, the PH domain may be **tagged" in other ways, 
for example with an alternative chromophore, an epitope tag or a detectable 
enzyme, as well known in interaction assays, for exarnple immunoassays. 

25 

For example, the PH domain may be in the form of a GST fiision protein 
labelled with a terbium chelate (Terbium Lance Chelate, LKB Wallac) as 
energy donor and rhodamine labeleld phosphatidylethanolamine as energy 
acceptor. 
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It may not be necessary to tag the PH domain. The intrinsic fluorescence of 
ttyptophan residues in the PH domain may change on binding to the 
phosphoinositide, and this may be used in monitoring the binding of the PH 
5 domain to the phosphoinositide, and thereby determiiiing the amount of 
pbosphoinositide present 

The assay configuration may consist of a microtitre plate coated witibi a 
mixture containing the substrate phosphoinositide, for example O.Snmols, 

10 phosphatidylserine, 0.7nmols, and rhodamine labelled 
phosphatidylethanolamine, OLSnmmols, giving a total of 2nmols lipid per 
well. The PH-GST terbium chelate is used at a concentration of 0.175jig/ml 
in a final volume of 50|il- In order to test the system, a well may be 
"spiked'* with the product lipid at various concentrations. The labelled PH 

IS domain is added to the plate and time resolved measurements of 
fluorescence are taken. For example, excitation at 340nm, emission at 601 
nm and a time gate of 50 to SOO^sec may be used. Detection limits are in 
the low pmol range. 

20 Enzyme activity can be determined by measuring fhiroescence over time. 
The enzyme or sample is added witii ATP (for example O.lmM ATP). Data 
points may be the mean of measurements of several wells (for example 
eight) read at 30 second intervals over 30 minutes. 

25 In a further alternative, the assay may be run as a homogenous fluid phase 
assay with the substrate lipid either in free solution or as lipid vesicles. The 
fluid phase assay relies on reaction product competing for binding in a pre- 
formed detection complex. The complex may be formed, for example, 
between Europium lance chelate labelled GST-PH domain, biotinylated 
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short chain phosphoinositide (for example C6 product phosphoinositide) 
and streptavidin labelled allophycocyanin (APC). Enzyme activity is 
detected by the conversion of nonbiotinylated short chain substrate 
phosphoinositide to product phosphoinositide, which competes for binding 
5 witii the GST-PH domain in the preformed complex, resulting in a decrease 
in the FRET signal. The system may be tested by adding biotinylated 
synthetic short chain product to the assay system. The assay may contain 
1^1 APC (for example 0.01 to 100 jig, preferably 0.1 to 10 ^g), Ijd of the 
Europium labelled GST-PH domain (for example 0.01 to 100 |xg, preferably 
10 0.1 to 10 ^g) and increasing concentrations (for example from 0 to 300 
pmol) of the water soluble biotinylated short chain product 
phosphoinositide in a final volume of SOfil. An excitation wavelength of 
340, emission wavelength of 66Snm and cut-ofT of 630 nm may be used. 

15 In the assay, non-biotinylated product phosphoinositide produced from the 
substrate phosphoinositide competes for binding to the GST-PH domain, 
reducing the observed signal. The system may be tested by addition of 
increasing amounts of non-biotinylated product phosphoinositide. The 
biotinylated product phosphoinositide may be present at O.SpM 

20 (2Spmol/assay). 

A typical assay set-up may be as follows: 

Buffer: 50mM HEPES pH7.4, 5mM DTT, 3,5mM MgCli, 0.02% CHAPS 
and250pMATP. 

25 Detector mix: Eu chelate GST-PH domain (for example 0.01 to 100 jig, 
preferably 0.1 to 10 ^ig), streptavidin APC (for example 0.01 to 100 ^g, 
preferably 0.1 to 10 |Lig), and biotinylated product phosphoinositide O.S^iM. 
Enzyme: recombinant enzyme, for example at about 10 ng to 10 ixg/ml. 



wo 02/12276 PCT/GBOl/03481 

135 

The fhiorimeter settings may be excitation 340mn, emission 665 nm, filter 
630 mn, time gate 50 to 1050|xsec. 

The water soluble substrate phosphoinositide may be used at a 
concentration of 25 |iM. The final assay volume may be 50|il. 

The rate of decrease of time resolved FRET may be measured over 30 
minutes at 30 sec intervals over a range of substrate phosphoinositide 
concentrations (for example 0 to TOpM) and the initial rates estimated. 

As an alternative, the interaction of tiie components of an assay may be 
detected using the Alpha Sctbot™ bead system firom BioSignal Packard 
(part of Packard Biscience), of 1744 rae William, Suite 600, Montreal, 
Quebec, Canada, H3 J 1R4. 
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CLAIMS 

1. The use of a polypeptide capable of binding to PtdIiis(3,4)P2, PtdlnsBP, 
PtdIns4P or PtdIns(3,5)P2but not capable of binding to PtdIns(3,4,5)P3, in a 

5 screening method for identifying a compound suitable for modulating 
signalling by PtdIns(3,4)P2, PtdIns3P, PtdIns4P or PtdIns(3,5)P2. 

2. The use of claim 1 wherein the polypeptide comprises a PH domain, 
wherein the PH domain is capable of binding to PtdIns(3,4)P2, PtdlnsBP, 

10 PtdIns4P or PtdIns(3,5)P2 but is not cqiable of binding to PtdIns(3,4,5)P3. 

3. The use of claim 1 or 2 wherein tihie polypeptide binds specifically to one 
of PtdIns(3,4)P2, PtdIns3P, PtdIns4P orPtdIns(3,5)P2. 

15 4. The use of claim 3 wherein the polypeptide binds specifically to 
Ptditts(3,4)P2 and is a polypeptide as defined m claim 27 (TAPP) or a 
firagment, variant, derivative or fiision^ thereof, or a fusion of a said 
firagment, variant or derivative. 

20 5. The use of claim 3 wherein the polypeptide binds specifically to PtdIns4P 
and is a polypeptide as defined in claim 28 (FAPP) or a fiagment, variant, 
derivative or fusion thereof, or a fiision of a said fiiagment, variant or 
derivative. 

25 6, The use of claim 3 wherein the polypq)tide binds specifically to 
PtdIns3P and is a polypeptide as defined in claim 29 (PEPP) or AtPHl or a 
fragment, variant, derivative or fiision either thereof, or a fiision of a said 
fi:agmen^ variant or derivative. 
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7. The use of claim 3 wherein the polypeptide binds spedbScally to 
Ptdlns(3,5)p2 and is centaurin-p2 or a fragment, variant, derivative or fiision 
thereof, or a fusion of a said fragment, variant or derivative. 

5 8. The use according to any of the previous claims wherein the method 
comprises the steps of (1) exposing the said polypeptide to PtdIns(3,4)P2, 
PtdIns3P, PtdIns4P or PtdIns(3,5)P2, in the presence of a test compound; (2) 
determining whether flie test compound modulates binding of the said 
phosphoinositide to the said polypeptide; and (3) selecting a compound 
10 which modulates binding of the said phosphoinositide to the said 
polypeptide. 

9. A method of identifying a compound that modulates the phospholipid 
binding activity of a polypeptide capable of binding to Ptdlns(3,4)P2, 

15 PtdIns3P, PtdIns4P or PtdIns(3,5)P2 but not capable of binding to 
PtdIns(3,4,5)P3, the method comprising contacting a compound with the 
said polypeptide or a suitable variant, fragment, derivative or fiision thereof 
or a fiision of a variant, firagment or derivative thereof and determining 
whetha: the phospholipid binding activity of the said polypeptide or said 

20 variant, fragment, derivative or fiision thereof or a fiision of a variant, 
fragment or derivative thereof is changed in the ptesence of the compound 
from that in the absence of said compound 

10. A method of identifying a compoimd capable of disrupting or 
25 preventing the interaction between a polypeptide that is capable of binding 

to PtdIns(3,4)P2, PtdIns3P, PtdIns4P or PtdIns(3,5)P2 but not capable of 
binding to PtdIns(3,4,5)P3, and a polypqptide that is capable of binding to 
the said phosphoinositde-binding polypeptide (interacting polypeptide) 
wherein the said phosphoinositide-binding polypeptide or a suitable variant, 
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fragment, derivative or fusion or a fusion of a variant, fragment or 
derivative thereof, and/or flie interacting polypeptide are exposed to the said 
compound and the interaction between the phosphoinositide-binding 
polypeptide or variant, fragment, derivative or fusion and the interacting 
5 polypeptide in the presence and absence of the compound is measured. 

11. A method of identifying a compound that is capable of binding to a 
polypeptide that is capable of binding to PtdIhs(3,4)P2, PtdIns3P, PtdIns4P 
or PtdLis(3,5)P2 but not capable of binding to PtdIns(3,4,5)P3 (interacting 

10 polypeptide), wherein the said polypeptide or suitable fragment, variant, 
derivative or fusion thereof, or fusion of a variant, fragment or derivative is 
exposed to tiie compound and any binding of the compound to the said 
polypeptide or fragment, variant, derivative or fusion thereof, or fusion of a 
variant, fragment or derivative is detected and/or measured. 

15 

12. A method of identifying a polypq)tide (interacting polypeptide) that 
interacts with a polypeptide capable of binding to RdIns(3,4)P2, PtdIns3P, 
PtdIns4P or PtdIns(3,5)P2but not capable of binding to PtdIns(3,4,5)P3, the 
method comprising 1) contacting a) the said phosphoinositide-binding 

20 polypeptide or a suitable fragment, variant, derivative or fusion thereof or a 
suitable fusion of a fragment, variant or derivative with b) a composition 
that may contain such an intemcting polypeptide, 2) detecting the presence 
of a complex containing the said phosphoinositide-binding polypeptide or a 
suitable fragment, variant, derivative or fusion thereof or a suitable fusion 

25 of a fragment, variant or derivative and an interacting polypeptide, and 
optionally 3) identifying any interacting polypeptide bound to the said 
phosphoinositide-binding polypeptide or a suitable fragment, variant, 
derivative or fusion thereof or a suitable fusion of a fragment, variant or 
derivative. 
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13. The method of any one of claims 9 to 12 wherein fhe polypeptide is as 
defined in any one of claims 2 to 7. 

5 14. The method according to 9 or 10 in which the said binding activity or 
interaction is decreased. 

15. The method according to 9 or 10 in which the said binding activity or 
interaction is increased. 

10 

16. The method of claim 9 to 15 wherein the said method is performed in a 
ceU. 

17. A substantially pure interacting polypeptide identified or identifiable by 
15 the me&od according to claim 12. 

18. A recombinant polynucleotide encoding or suitable for expressing the 
interacting polypeptide according to claim 17, or a nucleic acid 
complementary to the said nucleic acid. 

20 

19. A compound identified by or identifiable by the method of any one of 
claims9toll, 13tol6. 

20. A method of disrupting or preventing the interaction between a 
25 polypeptide as defined in any one of claims 1 to 7 (phosphoinositide- 

binding polypq)tide) or a variant, fi-agment, derivative or fusion, or a fusion 
of a variant, Augment or derivative, and an interacting polypeptide, as 
defined in claim 10 or 17 wherein the said interacting polypeptide or 
phosphotuositide-binding polypeptide or a variant, fi^gment, derivative or 
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fusion, or a fusion of a variant fragment or derivative is e^osed to a 
compound according to claim 19. 

21. A method of detecting and/or quantifying PtdIns(3,4)P2, PtdlnsSP, 
5 PtdIns4P or PtdIns(3,5)P2 in a sample wherein the sample is exposed to a 
polypeptide capable of binding to PtdIns(3,4)P2, PtdlnsBP, PtdIns4P or 
PtdIns(3,5)P2but not capable of binding to PtdIns(3,4,5)P3 and the bindmg 
of the said polypeptide to any said phosphoinositide present is detected. 

10 22. A method according to claim 21 wherein the polypeptide is as defined 
in any one of claims 2 to 7 

23. A substantially pure polypeptide capable of binding to PtdIns(3,4)P2, 
PtdIns3P, PtdIns4P or PtdIns(3,5)P2 but not capable of binding to 

15 PtdIns(3,4,5)P3, wherein the polypeptide is not fidl length centaurin-p2 or 
full length AtPHl[19]. 

24. The polypeptide of claim 23 wherein the polypeptide comprises a PH 
domain, wherein the PH domain is capable of binding to PtdIns(3,4)P2, 

20 Ptd]iis3P, PtdIns4P or PtdIns(3,5)P2 but is not capable of binding to 
PtdIns(3,4,5)P3. 

25. The polypeptide of claim 23 or 24 wherein the polypeptide binds 
specifically to one of PtdIns(3,4)P2, PtdIns3P, PtdIns4P or PtdIns(3,5)P2. 

25 

26. The polypeptide of claim 24 or 25 wherein the PH domain has at least 
five of tiie six residues of a Putative PtdIns(3,4,5)P3 Bindmg Motif (PPBM). 



27. A substantially pure polypeptide comprising die amino acid sequence 
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MPYVDRQNRICGFLDIBENENSGKFLRRYFILDTREDSFVWYMDNPQNLP 
SGSSRVGAIKLTYISICVSDATKLRPKAEFCFVMNAGMRKYFLQANDQQDL 
VEWVNVLNKAIKITVPKQSDSQPNSDNLSRHGECGKKQVSYRTDIVGGVP 
IITPTQKEEVNECGESIDRNNLKRSQSHLPYFTPKPPQDSAVIKAGYCVK 
QGAVMKNWKRRYFQLDENTIGYFKSELEKEPLRVIPLKEVHKVQECKQSD 
IMMRDNLFEIVTTSRTFYVQADSPEEMHSWIKAVSGAIVAQRGPGRSASS 
EHPPGPSESKHAFRPTNAAAATSHSTASRSNSLVSTFTMEKRGFYESLAK 
VKPGNFKVQTVSPREPASKVTEQALLRPQSKNGPQEKDCDLVDLDDASLP 
VSDV 



(human TAPPl amino add sequence) 
or 

RGEREARRVWQADPEIPGARRTRRPEGRPRPM*RAPPEPRPLHGGG*CEQ 
SPGMPYVDRQNRICGFLDIEEHENSGKFLRRYFILDTQANCLLWYMDNPQ 
NLAMGAGAVGALQLTYISKVSIATPKQKPKTPFCFVINALSQRYFLQAND 
QKDMKDWVEALNQASKITVPKGGGLPMTTEVLKSLAAPPALEKKPQVAYK 
TEIIGGVWHTPISQNGGDGQEGSEPGSHTILRRSQSYIPTSGCRASTGP 
PLIKSGYCVKQGNVRKSWKRRFFALDDFTICYFKCEQDREPLRTIFFKDV 
LKTHECLVKSGDLLMRDNLFEIITSSRTFYVQADSPEDMHSWIKEIGAAV 
QALKCHP 

(partial human TAPP2 amino add sequence) 
or 



MPYVDRQNRICGFLDIEENENSGKFLRRYFILDTREDSFVWYMDNPQnnn 

nnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 
nMNAGMRKYFLQANDQQDLVEWVNVLNKAIKITVPKQSDSQPASDSLSRQ 
GDCGKKQVSYRTDIVGGVPIITPTQKEEVNECGESLDRNNLKRSQSHLPY 
FAPKPPSDSAVIKAGYCVKQGAVMKNWKRRYFQLDENTIGYFKSELEKEP 
LRVIPLKEVHKVQECKQSDIMMRDNLFEIVTTSRTFYVQADSPEEMHSWI 
KAVSGAIVAQRGPGRSSSSnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnn 



(partial mouse TAPPl amino acid sequence; the run of n's indicates a gap 

of unknown length) 

or 
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MPYVDRQNRICGFLDIEDNBNSGKFLRRYFILDTQANCLLWYMDNPQNLA 
VGAGAVGSLQLTYISKVSIATPKQKPKTPFCFVINALSQRYFLQANDQKD 
LKDWVEALNQASKITVPKAGTVPLATEVLKNLTAPPTLEICKPQVAYKTEI 
IGGVWQTPISQNGGDGQEGCEPGTHAFLRRSQSYIPTSGCRPSTGPPLI 
KSGYCVKQGNVRKSWKRRFFALDDFTICYFKCEQDREPLRTIPLKDVLKT 
HECLVKSGDLLMRDNLFEIITTSRTFYVQADSPEDMHSWIEGIGAAVQAL 
KCHPREPSFSRSISLTRPGSSTLTSAPNSILSRRRPPAEEKRGLCICAPSV 
ASSWQPWTPVPQAEEKPLSVEHAPEDSLFMPNPGESTATGVLASSRVRHR 
SEPQHPKEKPFVFNLDDENIRTSDV 



(mouse TAPP2 amino acid sequence) 

or a variant, fragment, fusion or doivative thereof, or a fiision of a said 
variant, fragment, frision or derivative thereof. 



28. A substantially pure polypeptide conqnising the anoino acid sequoice 

MEGSRPRSSLSLASSASTISSLSSLSPKKPTRAVNKIHAFGKRGNALRRD 
PNLPVHIRGWLHKQDSSGLRLWKRRWFVLSGHCLFYYKDSREESVLGSVL 
LPSYNIRPDGPGAPRGRRFTFTAEHPGMRTYVLAADTLEDLRGWLRALGR 
ASRAEGDDYGQPRSPARPQPGEGPGGPGGPPEVSRGEEGRISESPEVTRL 
SRGRGRPRLLT PS PTTDLHSGLQMRRARS PDLFTPLSRPPS PLSLPRPRS 
APARRPPAPSGDT 

(partial human PEPPl amino acid sequence) 
or 

MEGSRPRSSLSLASSASTISSLSSLSPKKPTRAVNKIHAFGKRGNALRRDP 
NLPVHIRGWLHKQDSSGLRLWKRRWFVLSGHCLFYYKDSREESVLGSVLLP 
SYNIRPDGPGAPRGRRFTFTT^HPGMRTYVLAADTLEDLRGWLRALGRASR 
AEGDDYGQPRSPARPQPGEGPGGPGGPPEVSRGEEGRISESPEVTRLSRGR 
GRPRLLTPSPTTDLHSGLQMRRARSPDLFTPLSRPPSPLSLPRPRSAPARR 
PPAPSGDTAPPARPHTPLSRIDVRPPLDWGPQRQTLSRPPTPRRGPPSEAG 
GGKPPRSPQHWSQEPRTQAHSGSPTYLQLPPRPPGTRASMVLLPGPPLEST 
FHQSLETDTLLTKLCGQDRLLRRLQEEIDQKQEEKEQLEAALELTRQQLGQ 
ATREAGAPGRAWGRQRLLQDRLVSVRATLCHLTQERERVWDTYSGLEQELG 
TLRETLEYLLHLGSPQDRVSAQQQLWMVEDTLAGLGGPQKPPPHTEPDSPS 
PVLQGEESSERESLPESLELSSPRSPETDWGRPPGGDKDLASPHLGLGSPR 
VSRASSPEGRHLPSPQLGTKAPVARPRMNAQEQLERMRRNQECGRPFPRPT 
SPRLLTLGRTLSPARRQPDVEQRPWGHSGAQKWLRSSGSWSSPRNTTPYL 
PTSEGHRERVLSLSQALATEASQWHRMMTGGNLDSQGDPLPGVPLPPSDPT 



wo 02/12276 



143 



PCT/GBOl/03481 



RQETPPPRSPPVANSGSTGFSRRGSGRGGGPTPWGPAWDAGIAPPVLPQDE 
GAWPLRVTLLQSSL 

(human PEPPl amino acid sequence) 
or 

CKHPVTGQPSQDNCIFWNEQTVATMTSEEKKERPISMINEASNYNVTSD 
YAVHPMSPVGRTSRASKKVHNFGKRSNSIKRNPNAPWRRGWLYKQDSTG 
MKLWKKRWFVLSDLCLFYYRDEKEEGILGSILLPSFQIALLTSEDHINRK 
YAFKAAHPNMRTYYFCTDTGKEMELWMKAMLDAALVQTEPVKRVDKITSE 
NAPTKETNNIPNHRVLIKPEIQNNQKNKEMSKIEEKKALEAEKYGFQKDG 
QDRPLTKINSVKLNSLPSEYESGSACPAQTVHYRPINLSSSENKIVNVSL 
ADLRGGNRPNTGPLYTEADRVIQRTNSMQQLEQWIKIQKGRGHEEETRGV 
ISYQTLPRNMPSHRAQIMARYPEGYRTLPRNSKTRPESICSVTPSTHDKT 
LGPGAEEKRRSMRDDTMWQLYEWQQRQFYNKQSTLPRHSTLSSPKTMVNI 
SDQTMHSIPTSPSHGSIAAYQGYSPQRTYRSEVSSPIQRGDVTIDRRHRA 
HHPKVK 



(partial human PEPP2 amino add sequence) 
or 



MAADLNLEWISLPRSWTYGITRGGRVFFINEEAKSTTWLHPVTGEAWTG 
HRRQSTDLPTGWEEAYTFKGARYYINHNERKVTCKHPVTGQPSQDNCIFV 
VNEQTVATMTSEEKKERPISMINEASNYNVTSDYAVHPMSPVGRTSRASK 
KVHNFGKRSNSIKRNPNAPWRRGWLYKQDSTGMKLWKKRWFVLSDLCLF 
YYRDEKEEGILGSILLPSFQIALLTSEDHINRKYAFKAAHPNMRTYYFCT 
DTGKEMELWMKAMLDAALVQTEPVKRVDKITSENAPTKETNNIPNHRVLI 
KPEIQNNQKNKEMSKIEEKKALEAEKYGFQKDGQDRPLTKINSVKLNSLP 
SEYESGSACPAQTVHYRPINLSSSENKIVNVSLADLRGGNRPNTGPLYTE 
ADRVIQRTNSMQQLEQWIKIQKGRGHEEETRGVISYQTLPRNMPSHRAQI 
MARYPEGYRTLPRNSKTRPESICSVTPSTHDKTLGPGAEEKRRSMRDDTM 
WQLYEWQQRQFYNKQSTLPRHSTLS SPKTMVNI SDQTMHS I PT SPSHGS I 
AAYQGYS PQRT YRSEVS S PI QRGDVT I DRRHRAHHPKHVYVPDRRSVPAG 
LTLQSVSPQSLQGKTLSQDEGRGTLYKYRPEEVDIDAKLSRLCEQDKWH 
ALEEKLQQLHKEKYTLEQALLSASQEIEMHADNPAAIQTWLQRDDLQNG 
LLSTCRELSRATAELERAWREYDKLEYDVTVTRNQMQEQLDHLGEVQTES 
AGI QRAQI QKELWRIQDVHEGLSKHKQQRGTTE I GMI GSKPFSTVKYKNE 
GPDYRLYKSEPELTTVAEVDESNGEEKSEPVSEIETSWKGSHFPVGWP 
PRAKSPTPESSTIASYVTLRKTKKMMDLRTERPRSAVEQLCLAESTRPRM 
TVEEQMERIRRHQQACLREKKKGLNVIGASDQSPLQSPSNLRDNPFRTTQ 
TRRRDDKELDTAIRENDVKPDHETPATEIVQLKETEPQNVDFSKELKKTE 



wo 02/12276 PCT/GBOl/03481 

144 

N I S YEMLFE PEPNGVNSVEMMDKERNKDKMPE DVTFS PQDETQTANHKPE 
EHPEENTKNSVDEQEETVISYESTPEVSRGNQTMAVKSLSPSPESSASPV 
PSTQPQLTEGSHFMCV 

5 OimnanPEPP2) 



or 



MSNKTGGKRPATTNSDIPNHNMVSEVPPERPSVRATRTARKAIAFGKRSH 

10 SMKRNPNAPVTKAGWLFKQASSGVKQWNKRWFVLVDRCLFYYKDEKEESI 
LGS I PLLS FRVAAVQPSDNI SRKHTFKAEHAGVRTYFFSAES PEEQEAWI 
QAMGEAARVQIPPAQKSVPQAVRHSHEKPDSENVPPSIOIHQQPPHNSLPK 
PEPEAKTRGEGDGRGCEKAERRPERPEVKKEPPVKANGLPAGPEPASEPG 
SPYPEGPRVPGGGEQPAQPNGWQYHSPSRPGSTAFPSQDGETGGHRRSFP 

15 PRTNPDKIAQRKSSMNQLQQWVNLRRGVPPPEDLRSPSRFYPVSRRVPEY 
YGPYSSQYPDDYQYYPPGVRPESICSMPAYDRISPPWALEDKRHAFRNGG 
GPAYQLREWKEPASYGRQDATVWIPSPSRQPVYYDELDAASSSLRRLSLQ 
PRSHSVPRSPSQGSYSRARIYSPVRSPSARFERLPPRSEDIYADPAAYVM 
RRSISSPKVPPYPEVFRDSLHTYKLNEQDTDKLLGKLCEQNKWREQDRL 

20 VQQLRAEKESLESALMGTHQELEMFGSQPAYPEKLRHKKDSLQNQLINIR 
VELSQATTALTNSTIEYEHLESEVSALHDDLWEQLNLDTQNEVLNRQIQK 
E I WRI QDVMEGLRKNNPSRGTDTAKHRGGLGPSATYS SNS PAS PLS SASL 
TSPLSPFSLVSGSQGSPTKPGSNEPKANYEQSKKDPHQTLPLDTPRDISL 
VPTRQEVEAEKQAALNKVGWPPRTKSPTDDEVTPSAWRRNASGLTNGL 

25 SSQERPKSAVFPGEGKVKMSVEEQIDRMRRHQSGSMKEKRRSLQLPASPA 
P DPS PRPAYKWRRHRS I HEVDI SNLEAALRAEEPGGHAYETPREE lARL 
RKMELEPQHYDVDINKELSTPDICVLIPERYIDLEPDTPLSPEELKEKQKK 
VERIKTLIAKSSMQNWPIGEGDSVDVPQDSESQLQEQEKRIEISCALAT 
EASRRGRMLSVQCATPSPPTSPASPAPPANPLSSESPRGADSSYTMRV 

30 

(human PEPP3 amino acid sequence) 

or a variant, flagmen^ fusion or derivative ttieteof, or a fusion of a said 
variant, fragment, fusion or derivative tibiereof. 



35 29. A substantially pure polypeptide comprising the amino acid sequence 

MEGVLYKWTNYLTGWQPRWFVLDNGILSYYDSQDDVCKGSKGSIKMAVCE 
IKVHSADNTRMELI I PGEQHFYMKAVNAAERQRWLVALGSSKACLTDTRT 
KKEKEISETSESLKTKMSELRLYCDLLMQQVHTIQEFVHHDENHSSPSAE 

i 
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NMNEASSLLSATCNTFITTLEECVKIANAKFKPEMFQLHHPDPLVSPVSP 
SPVQMMKRSVSHPGSCSSERSSHSIKEPVSTLHRLSQRRRRTYSDTDSCS 
DI PLE DPDRPVHCSKNTLNGDLASAT I PEESRLTAKKQSE SEDTLPS FS S 

(human FAPPl amino add sequence) 
or 



MEGVLYKWTNYLTGWQPRWFVLDNGILSYYDSQDDVCKGSKGSIKMAVCE 
IKVHSADNTRMELI I PGEQHFYMKAVNT^RQRWLVALGSSKACLTDTRT 
KKEKEISETSESLKTKMSELRLYCDLLMQQVHTIQEFVHHDENHSSPSAE 
NMNEASSLLSATCNTFITTLEECVKIANAKFKPEMFQLHHPDPLVSPVSP 
SPVQMMKRSVSHPGSCSSERSSHSIKEPVSTLHRLSQRRRRTYSDTDSCS 
DIPLEDPDRPVHCSKNTLNGDLASATIPEESRLTAKKQSESEDTLPSFSS 

(mouse FAPPl amino add sequence) 

or a variani; fragment, fusion or derivative thereoj^ or a fiision of a said 
variant fiagment, fa^oa or derivative thereof. 



30. A substantially pure polypeptide comprising the amino add sequence 

DVRAMLRGSRLRKIRSRTWffiCERLYRLQED 

or 

FEGTLYKRGALLKGWKPRWFVLNVT (PH30) 
or 

RPGLRALIOCMGLTEDEDEDVRTVMLRGSRLRKIRSRTWHKERLYRLQEDGL 
SVWFQRRIPRAPSQHIFFVQHIEAVREGHQSEGLRRFGGAFAPARCLTIA 
FKGRRKNLDLAAPTAEEAQRWVRGLTKLRARLDAMSQRERLDHWIHSYLH 
RADSNQDSKMSFKEIKSLLRILV 

(PH83) 

or 

KEGNLKKKGGGEGGRNWTVRWFKLKND 
(Dictyostelium PH domain polypeptide) 
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or a variant, fiagment, fusion or derivative thereof, or a fusion of a said 
variant, fragment, fusion or derivative thoceof. 

3 1 . A polypeptide according to claim 3 1 wherein the polypeptide comprises 
5 a PH domain, preferably a PH domain that has at least five of the six 

residues of aPutativePtdIns(3,4,5)P3BindingM^ 

32. A recombinant polynucleotide suitable for expressing a polypeptide 
according to any one of claims 23 to 31. 

10 

33. A vector suitable for replication in a mammalian/eukaryotic cell 
comprising a polynucleotide encoding the polypeptide, variant, fi:agment, 
derivative or fiision according to any one of claims 23 to 3L 

15 34. A polynucleotide or vector according to any one of claims 32 to 34 
or 18 which contains no introns. 

35. A host cell comprising a recombinaat polynucleotide or a repUcable 
vector as defined in any one of Qaims 32 to 34 or 18. 

20 

36. A method of making a polypeptide, or a variant, fiagment, derivative 
or fusion thereof or fiision of a said variant or fi:agment or derivative the 
method comprising culturing a host cell as defined in Claim 35 which 
expresses said polypeptide, or a variant, fi:agment, derivative or fiision 

25 tihiereof or fiision of a said variant or fi:agment or derivative and isolating 
said polypeptide or a variant, firagment, derivative or fiision thereof or 
fusion of a said variant, or firagment or derivative. 



37. The method of claim 16 wherein the said host cell is a eukaryotic cell. 
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38. A polypeptide, or a variant, fragment, derivative or fusion thereof or 
fusion of a said variant or fragment or derivative obtainable by the method 
of Claim 37. 

39. An antibody reactive towards a polypeptide according to any one of 
claims 23 to 31. 

40. An antibody according to Qaim 39 y/hcicia Ihe antibody does not 
react substantially with another polypeptide comprising a PH domain. 

41. A polypeptide as defiaed in any one of claims 23 to 31 or claim 17 or a 
fragment, fusion, variant or derivative thereof, or fiision of a fragment, 
variant or derivative, for use in medicine. 

42. A nucleic acid encoding, or complementary to a nucleic acid encoding, 
a polypeptide as defined in claim 41 for use in medicine. 

43. A compound as defined in claim 19 or an antibody as defined ia claim 
39 or 40 for use in medicine. 

44. A compound capable of altering the expression of a polypqrtide as 
defined in any one of claims 23 to 31. 

45. A compound according to claim 44 for use in medicine. 

46. A pharmaceutical composition comprising a polypeptide, interacting 
polypeptide, nucleic acid, antibody and/or compound as defined in any one 
of claims 41 to 44 and a pharmaceutically acceptable carrier. 
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47- A method of treating a patient in need of modulation of the activity of a 
polypeptide as defined in any one of claims 23 to 31, or with an 
inflammatory or an ischaemic disease, cancer (particularly melanoma), 
5 diabetes, thrombosis or a defect in glycogen metabolism (or at risk of such a 
condition), the method comprising administering to the patient an effective 
amount of a polypeptide, interacting polypeptide, nucleic acid, antibody 
and/or compound as defined in any one of claims 41 to 44. 

10 48. Use of a polypeptide, interacting polypeptide, nucleic acid, antibody 
and/or compound as defined in any one of claims 41 to 44 hi the 
manu&cture of a medicament for treatment of a patient in need of 
modulation of the activity of a polypeptide as defined in any one of claims 
23 to 31, or with an inflammatory or an ischaemic disease, cancer 

15 (particularly melanoma), diabetes, thrombosis or a defect in glycogen 
metabolism (or at risk of such a condition). 

49- A method of determining the susceptibility of a patient to cancer, for 
example melanoma, comprising the steps of (i) obtaining a sample 
20 containing nucldc acid and/or protein fi"om the patient; and (ii) determining 
whether the sample contains a level of PEPP nucleic acid or protein 
associated with cancer, for example melanoma. 

50. A method of diagnosing cancer, for example melanoma, in a patient 
25 comprising the steps of (i) obtaining a sample containing nucleic acid 
and/or protein firom the patient; and (ii) determining whether the sample 
contains a level of PEPP nucleic add or protein associated wifli cancer, for 
example melanoma. 
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5L A method of predicting fhe relative prospects of a particular outcome of 
a cancer, for example melanoma, in a patient comprising the steps of (i) 
obtaining a sample containing nucleic acid and/or protein from the patient; 
and (ii) determining whether the sample contains a level of PEPP nucleic 
5 add or protein associated wilh cancer. 

52. Any novel polypeptide or nucleic acid as herein disclosed. 

53. A metiiod according to claim 21 or 22 wherein the method is performed 
10 in cells. 

54. A method according to claim 21 or 22 wherein the method is performed 
in the absence of cells. 



15 55. A method according to any one of claims 21, 22, 53 or 54 wherein fhe 
said polypeptide comprises a chiomophore. 

56. A method for detecting or quantifying lipid kinase or phosphatase 
activity wherein a method according to any one of claims 21, 22, 53, 54 or 
20 55 is used. 



57. A method for identifying a modulator of a lipid kinase or phosphatase 
activity wherein the lipid kinase or phosphatase activity is measured in the 
presence of the compound using a method according to any one of claims 

25 21, 22, 53, 54 or 55. 

58. A kit of parts usefiil in carrying out a method according to any one of 
claims 21, 22, 53 to 57. 
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Figure 3A 
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Figure 3B 
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Figure 4 



FL-TAPPl NT-PHTAPPl CT-PHTAPPl 




PtdEth 

PtdCho 

PtdSer 

Ptdlns 

PtdIiis(3)P 

PtdIiis(4)P 

PtdIiis(5)P 

PtdIiis(3^P2 

PtdIiis(4^P2 

PtdIiis(3,4)P2 

PtdIiis(3,4^P3 





TAPPl [W281L] (residues 95-404) 


FL-TAPP2 


NT-PHTAPP2 . 


CTrPHTAPPl 












• ^ • 














•••• « 







5/15 

SUBSTITUTE SHEET (RULE 26) 



wo 02/12276 PCT/GBOl/03481 




H H H H 

CO CO W W 

O O O O 

m ui m m 

W M W W 

o o o o 

^4 ^ M ^ 

p p p y 



Q Q Q Q 

Q Q Q Q 

o« o« CX o« 

W M W W 

Q Q Q Q 

>i >H tH X 

X X fH 

W W to W 




6? 8^ ? 

tU (U (U 

o» o» o» o« 




H H H H 




^£1 



0) w cn w 
W CO w w 
U O CD O 




u> u> u> u> 



U M H U 
Q ^ Q — 

£ El Si 

M H M H 

a o» a o» 

H H H H 
B H H EH 

cii s s 
> > > > 
o» o» OJ c« 

Q« 0« OJ 0« 



»^ 

8888 

fH tH M {H 
^ ^ ^ ^ 



H H f-l H 
CM CM CM CM 
H H H H 





7p Tp 



75 * 



10 



0) -H 
H H J3 «H 
Pi P4 0« c4 
P] P] O M 

si S'S 

.C 6 t3 



.4 

a 

CM Oi Qi (tf 
Pi D] a M 

.4 i M M 





as 
SI 



6/15 

SUBSTITUTE SHEET (RULE 26) 



wo 02/12276 



PCT/GBOl/03481 




H H 

H o in 

H m H H 



7/15 



SUBSTITUTE SHEET (RULE 26) 



wo 02/12276 PCT/GBOl/03481 



6PSY vmonpmo 3unq| 
OS^MS BmoupjTOouapH ib)99joio3| 
ifbH Buioqdniii s^npfjngj 

€S ^i,m\ 

ajioospiai pooiq i«JoqdiJ9j| 

B|UMBIJ| 
MAn| 

snmiCqxl 
(vsodnm on) 110103 1 
apsnui lB|ap3is| 




H 



I I 

• en 



8/15 



SUBSTITUTE SHEET (RULE 26) 



wo 02/12276 



PCT/GBOl/03481 



CQ m 
I I 



•ic 




„H I 




_«> > > > El> 

{s«_iCn_Pn fa fa j£j & 

giS^g I I I II 




r-l CI 

Pi Pi CI CO 
PiPiPiPiPi^OP* 

get; Pi P4 Pi H i Pj 

Pi Pi Pi Pi 

I I I I I -U I « 



f< ^ > >. 



oe w O 




c^ 

H Pi Cl CO H 

Pi Pi Pi Pi Pi 

Pi Pi p« 

Pi Pi Pi Pi 



Pi 



P4 H » CS 



i 

6 



I 



H 
Pi 
Pi 

fa 



9/15 

SUBSTITUTE SHEET (RULE 26) 



wo 02/12276 



PCT/GBOl/03481 




10/15 



SUBSTITUTE SHEET (RULE 26) 



wo 02/12276 



PCT/GBOl/03481 



Figure 8B 
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Figure 9 (page 2 of 2) 



GGTGCTCCTCGCCTCTTGGGGCCTGGGGCAGTGAGGGGGCCGGCGGGCGT 
. GGGCCGAGTGGCCGCGGGCGCCATGGAGGGGG'FGCTGTACAAGTGGACCA 
ACTATCTGAGCGGTTGGCAGCCTCGATGGTTCCTTCTCTGTGGGGGAATA 
TTGTCCTATTATGATTCTCCTGAAGATGCCTGGAAAGGTTGCAAAGGGAG 
CATACAAATGGCAGTCTGTGAAATTCAAGTTCATTCTGTAGATAATACAC 
GCATGGACCTGATAATCCCTGGGGAACAGTATTTCTACCTGAAGGCCAGA 

agtgtggctgaaagacagcggtggctggtggccctgggatcagccaaggc 
ttgcctgactgacagtaggacccagaaggagi^gagtttgctgaaaaca 
ctgaaaacttgaaaaccaaaatgtcagaactaagactctagtgtgacctc 
cttgttcagcaagtagataaaacaaaagaagtgaccacaactggtgtgtc 
caattctgaggagggaattgatgtgggaactttgctgaaatcaacctqta 
atacttttctgaagaccttggaagaatgcatgcagattgcaaatgcagcc 
ttcacctctgagctgctctaccacactccaccaggatcaccacagctggc 
catgctcaagtccagcj^gatgaaacatcctattataccaattcataaot 
cattggaaaggcaaacggagttgagcacttgtgaaaatggatctttaaat 
atggaaataaatggtgaggaagaaatcctaatgaaaaataagaattcctt 
atatttgaaatctgcagagatagactgcagcatatcaagtgaggaaaata 
cagatgataatataaccgtccaaggtgaaataatgaaggaagatagaatg 
gaaaacctgaaaaatcatgacaataacttgtctcagtctggatcagactc 
aagttgctctccagaatgcctctgggaggaaggcaaagaagttatcccaa 
ctttctttagtaccatgaacacaagctttagtgacattgaacttctggaa 

GACAGTGGCATTCCCACAGAAGCATTCTTGGCATCATGTTGTGCTGTGGT 
TCCAGTATTAGACAAACTTGGCCCTACAGTGTTTGCTCCTGTTAAGATGG 
ATCTTGTTGAAAATATTAAGAAAGTAAATCAGAAGTATATAACCAATAAA 
GAAGAGTTTACCACTCTCCAGAAGATAGTGCTGCACGAAGTGGAGGCGGA 
TGTAGCCCAGGTTAGGAACTCAGCGACTGAAGCCCTCTTGTGGCTGAAGA 
GAGGTCTCAAATTTTTGAAGGGATTTTTGACAGAAGTGAAAAATGGGGAA 
AAGGATATCCAGACAGCCCTGAATAACGCATATGGTAAAACATTGCGGCA 
ACACCATGGCTGGGTAGTTCGAGGGGTTTTTGCGTTAGCTTTAAGGGCAA 
CTCCATCCTATGAAGATTTTGTGGCCGCGTTAACCGTAAAGGAAGGTGAC 
CACCGGAAAGAAGCTTTCAGTATTGGGATGCAGAGGGACCTCAGCCTTTA 
CCTCCCTGCCATGAAGAAGCAGATGGCCATACTGGACGCTTTATAAGAGG' 
TCCATGGGCTGGAATCTGATGAGGTTGTATGATGGCTGCTGGGCAGCACC 
TCCTAACTTCAGGGAATAAAGTGCTAAAGTGTTTTGTTGCCCTACTTAAT 

ttccagcaacagcctcaaccctctccaaccccttcacctggggggatgga. 
caggaggtggcaaaacccagtgcttttataatttttaaaatgcatatgtg 
ttttgtttaaagatcaaggtgctatatatttcagttcagcaggcctactg 
gaaaccaaatgataagctgctgtagacttgaacagcaagttataagagca 

GATTTAACAAACAl^ 
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